Connecting via Winsock to STN 



Welcome to STN International! Enter x:x 
LOGINID:sssptl89dxw 



PASSWORD: 

TERMINAL (ENTER 1, 2, 3, OR ?):2 



********** Welcome to STN International ********** 

NEWS 1 Web Page for STN Seminar Schedule - N. America 

NEWS 2 APR 04 STN AnaVist, Version 1, to be discontinued 
NEWS 3 APR 15 WPIDS, WPINDEX, and WPIX enhanced with new 

predefined hit display formats 
NEWS 4 APR 28 EMBASE Controlled Term thesaurus enhanced 
NEWS 5 APR 28 IMSRESEARCH reloaded with enhancements 
NEWS 6 MAY 30 INPAFAMDB now available on STN for patent family 

searching 

NEWS 7 MAY 3 0 DGENE, PCTGEN, and USGENE enhanced with new homology 

sequence search option 
NEWS 8 JUN 06 EPFULL enhanced with 260,000 English abstracts 
NEWS 9 JUN 06 KOREAPAT updated with 41,000 documents 
NEWS 10 JUN 13 USPATFULL and USPAT2 updated with 11-character 

patent numbers for U.S. applications 
NEWS 11 JUN 19 CAS REGISTRY includes selected substances from 

web-based collections 
NEWS 12 JUN 25 CA/CAplus and USPAT databases updated with IPC 

reclassification data 
NEWS 13 JUN 30 AEROSPACE enhanced with more than 1 million U.S. 

patent records 

NEWS 14 JUN 30 EMBASE, EMBAL, and LEMBASE updated with additional 
options to display authors and affiliated 
organizations 

STN on the Web enhanced with new STN AnaVist 
Assistant and BLAST plug-in 
NEWS 16 JUN 30 STN AnaVist enhanced with database content from EPFULL 
NEWS 17 JUL 28 CA/CAplus patent coverage enhanced 
NEWS 18 JUL 28 EPFULL enhanced with additional legal status 

information from the epoline Register 
NEWS 19 JUL 28 IFICDB, IFIPAT, and IFIUDB reloaded with enhancements 
NEWS 2 0 JUL 2 8 STN Viewer performance improved 
NEWS 21 AUG 01 INPADOCDB and INPAFAMDB coverage enhanced 
NEWS 22 AUG 13 CA/CAplus enhanced with printed Chemical Abstracts 

page images from 1967-1998 
NEWS 23 AUG 15 CAOLD to be discontinued on December 31, 2008 
NEWS 24 AUG 15 CAplus currency for Korean patents enhanced 
NEWS 25 AUG 25 CA/CAplus, CASREACT, and IFI and USPAT databases 

enhanced for more flexible patent number searching 
CAS definition of basic patents expanded to ensure 
comprehensive access to substance and sequence 
information 

NEWS 27 SEP 18 Support for STN Express, Versions 6.01 and earlier, 

to be discontinued 
NEWS 28 SEP 25 CA/CAplus current-awareness alert options enhanced 

to accommodate supplemental CAS indexing of 

exemplified prophetic substances 



NEWS 15 JUN 30 



NEWS 2 6 AUG 2 7 



NEWS 29 SEP 26 WPIDS, WPINDEX, and WPIX coverage of Chinese and 

and Korean patents enhanced 
NEWS 30 SEP 29 IFICLS enhanced with new super search field 
NEWS 31 SEP 29 EMBASE and EMBAL enhanced with new search and 

display fields 

NEWS 32 SEP 30 CAS patent coverage enhanced to include exemplified 
prophetic substances identified in new Japanese- 
language patents 

NEWS EXPRESS JUNE 27 08 CURRENT WINDOWS VERSION IS V8 . 3 , 

AND CURRENT DISCOVER FILE IS DATED 23 JUNE 2008. 

NEWS HOURS STN Operating Hours Plus Help Desk Availability 
NEWS LOGIN Welcome Banner and News Items 

NEWS IPC8 For general information regarding STN implementation of IPC 8 

Enter NEWS followed by the item number or name to see news on that 
specific topic. 

All use of STN is subject to the provisions of the STN Customer 
agreement. Please note that this agreement limits use to scientific 
research. Use for software development or design or implementation 
of commercial gateways or other similar uses is prohibited and may 
result in loss of user privileges and other penalties. 

************** STN Columbus *************** 

FILE 'HOME' ENTERED AT 04:02:48 ON 01 OCT 2008 

=> index bioscience 

FILE 'DRUGMONOG' ACCESS NOT AUTHORIZED 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 0.21 0.21 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 

AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGM0N0G2, DRUGU, EMBAL, EMBASE, ENTERED AT 04:03:14 ON 01 OCT 2008 

69 FILES IN THE FILE LIST IN STNINDEX 

Enter SET DETAIL ON to see search term postings or to view 
search error messages that display as 0* with SET DETAIL OFF. 

=> s biofilm and remov? (p) biof ilm and protease and esterase and amylase and solut? 
and alkaline and wash? 



0* 


FILE 


ADISNEWS 


0* 


FILE 


ANTE 


0* 


FILE 


AQUALINE 


0* 


FILE 


BIOENG 


0* 


FILE 


BIOTECHABS 


0* 


FILE 


BIOTECHDS 


0* 


FILE 


BIOTECHNO 


0* 


FILE 


CEABA-VTB 


0* 


FILE 


CIN 


0* 


FILE 


ESBIOBASE 


; SEARCHED. . . 


0* 


FILE 


FOMAD 


0* 


FILE 


FOREGE 


0* 


FILE 


FROSTI 


0* 


FILE 


FSTA 



1 FILE GENBANK 
1 FILE IFIPAT 
0* FILE KOSMET 
0* FILE NTIS 
0* FILE NUTRACEUT 
0* FILE PASCAL 
0* FILE PHARMAML 
6 0 FILES SEARCHED. . . 

11 FILE USPATFULL 
4 FILE USPAT2 
0* FILE WATER 

4 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 

LI QUE BIOFILM AND REMOV? (P) BIOFILM AND PROTEASE AND ESTERASE AND AMYLASE AN 

D SOLUT? AND ALKALINE AND WASH? 

=> file genbank ifipat uspatfull uspat2 
COST IN U.S. DOLLARS 

FULL ESTIMATED COST 

FILE 'GENBANK' ENTERED AT 04:05:30 ON 01 OCT 2008 

FILE 'IFIPAT' ENTERED AT 04:05:30 ON 01 OCT 2008 

COPYRIGHT (C) 2008 IFI CLAIMS (R) Patent Services (IFI) 

FILE 'USPATFULL' ENTERED AT 04:05:30 ON 01 OCT 2008 
CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

FILE 'USPAT2' ENTERED AT 04:05:30 ON 01 OCT 2008 
CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

=> s 11 

L2 17 LI 

=> dup rem 12 

DUPLICATE IS NOT AVAILABLE IN 'GENBANK'. 
ANSWERS FROM THESE FILES WILL BE CONSIDERED UNIQUE 
PROCESSING COMPLETED FOR L2 

L3 13 DUP REM L2 (4 DUPLICATES REMOVED) 

=> d 13 1-13 

L3 ANSWER 1 OF 13 USPATFULL on STN 
AN 2008:29739 USPATFULL 

TI Removable antimicrobial coating compositions and methods of use 

IN Lu, Helen S.M., Wallingford, PA, UNITED STATES 

Hoffmann, Christian, Newark, DE, UNITED STATES 

Lenges, Christian Peter, Wilmington, DE, UNITED STATES 

Stieglitz, Barry, Wynnewood, PA, UNITED STATES 

Leger, Lynn, Mississauga, CANADA 

VanGorp, Judith Johanna, Wilmington, DE, UNITED STATES 

Malone, Shaun F., Ajax, CANADA 
PI US 20080026026 Al 20080131 

AI US 2007-710290 Al 20070223 (11) 

PRAI US 2006-776081P 20060223 (60) 

US 2006-831983P 20060719 (60) 

DT Utility 
FS APPLICATION 
LN.CNT 2260 

INCL INCLM: 424/405.000 



SINCE FILE TOTAL 
ENTRY SESSION 
2.60 2.81 



INCLS: 422/028.000 
NCL NCLM: 424/405.000 

NCLS: 422/028.000 

IC IPCI A01N0025-00 [I, A]; AOlPOOOl-00 [I, A]; A61L0002-00 [I, A] 

IPCR A01N0025-00 [I,C]; A01N0025-00 [I, A]; AOlPOOOl-00 [I,C]; 

AOlPOOOl-00 [I, A]; A61L0002-00 [I,C]; A61L0002-00 [I, A] 

CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



L3 ANSWER 2 OF 13 USPATFULL on STN 
AN 2007:3149 00 USPATFULL 

TI Removable antimicrobial coating compositions and methods of 

IN Lu, Helen S.M., Wallingford, PA, UNITED STATES 

Hoffmann, Christian, Newark, DE, UNITED STATES 
Lenges, Christian Peter, Wilmington, DE, UNITED STATES 

Leger, Lynn, Mississauga, CANADA 
Malone, Shaun F., Ajax, CANADA 

Stieglitz, Barry, Wynnewood, PA, UNITED STATES 

Van Gorp, Judith Johanna, Wilmington, DE, UNITED STATES 

PI US 20070275101 Al 20071129 

AI US 2007-710325 Al 20070223 (11) 

PRAI US 2006-776081P 20060223 (60) 

US 2006-831983P 20060719 (60) 

DT Utility 

FS APPLICATION 

LN.CNT 2259 

INCL INCLM: 424/719.000 

INCLS: 106/015.050; 514/642.000 
NCL NCLM: 424/719.000 

NCLS: 106/015.050; 514/642.000 
IC IPCI A01N0033-12 

A01P0013-00 
IPCR A01N0033-00 
AOlPOOOl-00 
A01P0013-00 
CAS INDEXING IS AVAILABLE FOR THIS PATENT 



A]; A01N0033-00 [I,C*]; AOlPOOOl-00 [I, A]; 

I, A] ; A01P0003-00 [I, A] 

I,C]; A01N0033-12 [I,A] ; AOlPOOOl-00 [I,C]; 

I, A]; A01P0003-00 [I,C]; A01P0003-00 [I, A]; 

I,C] ; A01P0013-00 [I, A] 



L3 ANSWER 3 OF 13 IFIPAT COPYRIGHT 2008 IFI on STN 

AN 10840879 IFIPAT; IFIUDB; IFICDB 

TI Method of removing a biofilm; Washing 

simultaneously or consecutively in solution comprising an 
enzyme mixture containing at least one protease, at least one 
esterase, and an amylase in a detergent with an 
alkaline pH 

IN Marion Karine 

PA Unassigned Or Assigned To Individual (68000) 
PPA karine Marion thierry Sanchez (Probable) 
PI US 20050079594 Al 20050414 
AI US 2003-695823 20031030 
PRAI FR 2002-13963 20021031 

US 2002-422508P 20021031 (Provisional) 

FI US 20050079594 20050414 

DT Utility; Patent Application - First Publication 
FS CHEMICAL 

APPLICATION 
ED Entered STN: 19 Apr 2005 

Last Updated on STN: 23 Aug 2007 



L3 ANSWER 4 OF 13 USPATFULL on STN 

AN 2005:208966 USPATFULL 

TI Protein variants having modified immunogenicity 

IN Roggen, Erwin Ludo, Lyngby, DENMARK 



Ernst, Steffen, Broenshoej, DENMARK 

Svendsen, Allan, Hoersholm, DENMARK 

Friis, Esben Peter, Valby, DENMARK 

Osten, Claus Von Der, Lyngby, DENMARK 
PA Novozymes A/S, Bagsvaerd, DENMARK (non-U. S. corporation) 

PI US 20050181446 Al 20050818 

AI US 2001-957806 Al 20010921 (9) 

PRAI WO 2001-DK293 20010430 

DK 2000-707 20000428 

DK 2001-327 20010228 

US 2000-203345P 20000510 (60) 

US 2001-277817P 20010321 (60) 

DT Utility 
FS APPLICATION 
LN.CNT 12950 

INCL INCLM: 435/007.100 

INCLS: 435/069.100; 435/320.100; 435/325.000; 702/019.000; 435/005.000 
NCL NCLM: 435/007.100 

NCLS: 435/005.000; 435/069.100; 435/226.000; 435/320.100; 435/325.000; 
506/014.000; 530/350.000; 702/019.000 

IC [7] 

ICM C12Q001-70 

ICS G01N033-53; G06F019-00; G01N033-48; G01N033-50; C12P021-02; 
C12N005-06 

IPCI C12Q0001-70 [ICM, 7]; G01N0033-53 [ICS, 7]; G06F0019-00 [ICS, 7]; 

G01N0033-48 [ICS, 7]; G01N0033-50 [ICS, 7]; C12P0021-02 [ICS, 7]; 

C12N0005-06 [ICS, 7] 
IPCR A21D0002-00 [I,C*]; A21D0002-26 [I,A] ; A21D0008-02 [I,C*]; 

A21D0008-04 [I, A]; C07K0001-00 [I,C*]; C07K0001-04 [I, A]; 

C07K0005-00 [I,C*]; C07K0005-103 [I,A] ; C07K0005-11 [I, A]; 

C07K0005-113 [I, A]; C07K0016-40 [I,C*]; C07K0016-40 [I, A]; 

C11D0003-38 [I,C*]; C11D0003-386 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 

L3 ANSWER 5 OF 13 USPATFULL on STN 
AN 2005:104955 USPATFULL 

TI Multimolecular devices and drug delivery systems 

IN Cubicciotti, Roger S., Montclair, NJ, UNITED STATES 

PI US 20050089890 Al 20050428 

AI US 2004-872973 Al 20040621 (10) 

RLI Division of Ser. No. US 2001-907385, filed on 17 Jul 2001, GRANTED, Pat. 
No. US 6762025 Continuation of Ser. No. US 1998-81930, filed on 20 May 
1998, GRANTED, Pat. No. US 6287765 

DT Utility 

FS APPLICATION 

LN.CNT 15620 

INCL INCLM: 435/006.000 

INCLS: 530/395.000 
NCL NCLM: 435/006.000 

NCLS: 530/395.000 

IC [7] 

ICM C12Q001-68 
ICS C07K014-00 

IPCI C12Q0001-68 [ICM, 7]; C07K0014-00 [ICS, 7] 
IPCR C07H0021-00 [I,C*]; C07H0021-00 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 

L3 ANSWER 6 OF 13 USPATFULL on STN DUPLICATE 1 

AN 2004:144188 USPATFULL 

TI METHODS FOR ELIMINATING THE FORMATION OF BIOFILM 

IN Xu, Feng, Davis, CA, UNITED STATES 

PA Novozymes Biotech, Inc., Davis, CA, UNITED STATES, 95616 (U.S. 



corporation) 
PI US 20040109852 AI 20040610 

US 6777223 B2 20040817 

AI US 2001-885379 AI 20010619 (9) 

RLI Continuation-in-part of Ser. No. US 2000-596795, filed on 19 Jun 2000, 

ABANDONED 
DT Utility 
FS APPLICATION 
LN.CNT 995 

INCL INCLM: 424/094.600 

INCLS: 424/094.200 
NCL NCLM: 435/262.500; 424/094.600 

NCLS: 210/632.000; 424/094.100; 424/094.200; 435/189.000; 435/190.000 
IC [7] 

ICM A61K038-54 

ICS A61K038-46 

IPCI A61K0038-54 [ICM, 7]; A61K0038-46 [ICS, 7]; A61K0038-43 [ICS,7,C*] 
IPCI-2 C12S0009-00 [ICM, 7]; A61K0038-43 [ICS, 7] 

IPCR A61L0002-18 [I,C*]; A61L0002-18 [I, A]; B08B0007-00 [I,C*]; 

B08B0007-00 [I, A]; C02F0001-50 [I,C*]; C02F0001-50 [I, A]; 
C12S0009-00 [I,C*]; C12S0009-00 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



ANSWER 7 OF 13 USPATFULL on STN DUPLICATE 2 

2003:37665 USPATFULL 

Polypeptides having lactonohydr olase activity and nucleic acids encoding 
same 

Berka, Randy M., Davis, CA, UNITED STATES 
Rey, Michael W., Davis, CA, UNITED STATES 

Novozymes Biotech, Inc., Davis, CA, UNITED STATES, 95616 (U.S. 
corporation) 

US 20030027310 AI 20030206 

US 6756220 B2 20040629 

US 2002-126170 AI 20020419 (10) 

Division of Ser. No. US 1999-434690, filed on 5 Nov 1999, GRANTED, Pat. 

No. US 6395529 Continuation-in-part of Ser. No. US 1999-263041, filed on 

5 Mar 1999, ABANDONED Continuation-in-part of Ser. No. US 1998-189497, 

filed on 10 Nov 1998, ABANDONED 

Utility 

APPLICATION 

96.000 

435/320.100; 435/325.000; 536/023.200 
435/196.000 

435/320.100; 435/929.000; 530/350.000; 536/023.200; 
435/325.000 



IC 



2289 






INCLM: 


435/196. 


000 


INCLS : 


435/069. 


100; 


NCLM: 


435/197. 


000 ; 


NCLS: 


435/252. 


300 ; 




435/069. 


100; 


[7] 






ICM 


C12N009- 


•16 


ICS 


C07H021- 


■04; I 


IPCI 


C12N000S 


1-16 



C12P021-02; C12N005-06 

']; C07H0021-04 [ICS, 7]; C07H0021-00 [ICS,7,C*]; 
C12P0021-02 [ICS, 7]; C12N0005-06 [ICS, 7] 
IPCI-2 C12N0009-16 [ICM, 7]; C12N0001-20 [ICS, 7]; C12N0015-00 [ICS, 7]; 

C07H0021-04 [ICS, 7]; C07H0021-00 [ICS,7,C*] 
IPCR C02F0001-50 [I,C*]; C02F0001-50 [I, A]; C12N0009-18 [I,C*]; 
C12N0009-18 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



L3 ANSWER 8 OF 13 USPATFULL on STN DUPLICATE 3 

AN 2002:148647 USPATFULL 

TI 2, 6-beta-D-fructan hydrolase enzyme and processes for using the enzyme 

IN Moller, Soren, Holte, DENMARK 

Johansen, Charlotte, Holte, DENMARK 



PA 



Schafer, Thomas, Farum, DENMARK 
Ostergaard, Peter Rahbek, Virum, DENMARK 
Hoeck, Lisbeth Hedegaard, Skodsborg, DENMARK 
Novozymes A/S, Bagsvaerd, DENMARK, DK-2880 (non-U.: 



US 20020076790 
US 6524827 
US 2001-969362 
Division of Ser 
No. US 6323007 
DK 1998-1173 
DK 1998-1623 
US 1998-101615P 
US 1998-111675P 
DT Utility 
FS APPLICATION 
LN.CNT 3312 
INCL INCLM: 
INCLS: 
NCLM: 
NCLS: 



RLI 



PRAI 



NCL 



20020620 

;2 20030225 

.1 20011002 (9) 

US 1999-397885, 



corporation) 



filed on 17 Sep 1999, GRANTED, Pat. 



435/200.000 
435/069.100; 
435/074.000; 
435/183.000; 
435/069.100; 



19980918 
19981209 
19980924 (60) 
19981210 (60) 



435/325.000; 435/320.100; 435/101.000; 536/023.200 
435/200 . 000 

435/252.300; 435/252.330; 435/320.100; 536/023.200; 

435/101.000; 435/325.000 



IC 



[7] 
I CM 
ICS 
IPCI 



C12P019-44 

C07H021-04; C12N009-24; C12P021-02; C12N005-06 

C12P0019-44 [ICM, 7]; C12P0019-00 [ICM, 7,C*]; C07H0021-04 [ICS, 7]; 
C0/H0021-00 [ICS,7,C*]; C12N0009-24 [ICS, 7]; C12P0021-02 [ICS, 7]; 

C12N0005-06 [ICS, 7] 
IPCI-2 C12N0009-24 [ICM, 7] 



IPCR A61K0008-30 [I,C*] 

A61Q0011-00 [I,C*] 

A61Q0017-00 [I, A]; 

C12N0009-24 [I,C*] 

C12P0019-14 [I, A]; C12P0019-44 [I, A] 

CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



A61K0008-64 [I, A]; A61K0008-66 [I, A]; 
A61Q0011-00 [I, A]; A61Q0017-00 [I, 



C11D0003-38 [I, 
C12N0009-24 [I,A] ; 



C11D0003-386 [I,A] ; 
C12P0019-00 [I,C*]; 



ANSWER 9 OF 13 USPATFULL on STN DUPLICATE 4 

2002:60923 USPATFULL 

Single-molecule selection methods and compositions therefrom 
Cubicciotti, Roger S., Montclair, NJ, UNITED STATES 
US 20020034757 AI 20020321 

US 6762025 B2 20040713 

US 2001-907385 AI 20010717 (9) 

Continuation of Ser. No. US 1998-81930, filed on 20 May 1998, GRANTED, 
Pat. No. US 6287765 

DT Utility 

FS APPLICATION 

LN.CNT 15716 

435/006.000 

435/091.200; 536/022.100; 536/023.100; 536/024.300 
435/006.000 

435/091.200; 536/022.100; 536/023.100; 536/024.300; 536/024.500 



RLI 



INCL 



NCL 



IC 



INCLM: 
INCLS: 
NCLM: 
NCLS: 

[7] 
ICM 
ICS 
IPCI 



C12Q001-68 

C07H019-00; C07H021-00; C07H021-02; C07H021-04; C12P019-34 
C12Q0001-68 [ICM, 7]; C07H0019-00 [ICS, 7]; C07H0021-00 [ICS, 7]; 
C07H0021-02 [ICS, 7]; C07H0021-04 [ICS, 7]; C07H0021-00 [ICS,7,C* 
C12P0019-34 [ICS, 7]; C12P0019-00 [ICS,7,C*] 
IPCI-2 C12Q0001-68 [ICM,7]; C12P0019-34 [ICS, 7]; C12P0019-00 [ICS,7,C* 

C07H0021-02 [ICS, 7]; C07H0021-00 [ICS,7,C*] 
IPCR C07H0021-00 [I,C*]; C07H0021-00 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



L3 ANSWER 10 OF 13 USPATFULL on STN 
AN 2002:122473 USPATFULL 

TI Polypeptides having lactonohydrolase activity and nucleic acids encoding 

same 

IN Berka, Randy M., Davis, CA, United States 

Rey, Michael W., Davis, CA, United States 
PA Novozymes Biotech, Inc., Davis, CA, United States (U.S. corporation) 

PI US 6395529 Bl 20020528 

AI US 1999-434690 19991105 (9) 

RLI Continuation-in-part of Ser. No. US 1999-263041, filed on 5 Mar 1999, 

now abandoned Continuation-in-part of Ser. No. US 1998-189497, filed on 
10 Nov 1998, now abandoned 

DT Utility 

FS GRANTED 

LN.CNT 2055 

INCL INCLM: 435/197.000 

INCLS: 435/252.300; 435/320.100; 435/929.000; 536/023.200; 530/350.000 
NCL NCLM: 435/197.000 

NCLS: 435/252.300; 435/320.100; 435/929.000; 530/350.000; 536/023.200 
IC [7] 

ICM C12N009-16 

ICS C12N001-20; C12N015-00; C12N001-00; C07H021-04 

IPCI C12N0009-16 [ICM, 7]; C12N0001-20 [ICS, 7]; C12N0015-00 [ICS, 7]; 

C12N0001-00 [ICS, 7]; C07H0021-04 [ICS, 7]; C07H0021-00 [ICS,7,C*] 
IPCR C02F0001-50 [I,C*]; C02F0001-50 [I,A] ; C12N0009-18 [I,C*]; 

C12N0009-18 [I, A] 
EXF 435/197; 435/252.3; 435/320.1; 435/929; 536/23.2; 530/350 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 

L3 ANSWER 11 OF 13 USPATFULL on STN 
AN 2001:214863 USPATFULL 

TI 2 , 6-p-D-f ructan hydrolase enzyme and processes for using the enzyme 

IN Moller, Soren, Holte, Denmark 

Johansen, Charlotte, Holte, Denmark 

Schafer, Thomas, Farum, Denmark 

Ostergaard, Peter Rahbek, Virum, Denmark 

Hoeck, Lisbeth Hedegaard, Skodsborg, Denmark 
PA Novozymes A/S, Bagsvaerd, Denmark (non-U. S. corporation) 

PI US 6323007 Bl 20011127 

AI US 1999-397885 19990917 (9) 

PRAI DK 1998-1173 19980918 

DK 1998-1623 19981209 

US 1998-101615P 19980924 (60) 

US 1998-111675P 19981210 (60) 

DT Utility 
FS GRANTED 
LN.CNT 2422 

INCL INCLM: 435/074.000 

INCLS: 435/200.000; 435/252.330; 435/262.000; 435/274.000; 435/320.100 
NCL NCLM: 435/074.000 

NCLS: 435/200.000; 435/252.330; 435/262.000; 435/274.000; 435/320.100 

IC [7] 

ICM C12P019-44 

IPCI C12P0019-44 [ICM, 7]; C12P0019-00 [ICM,7,C*] 

IPCR A61K0008-30 [I,C*]; A61K0008-64 [I, A]; A61K0008-66 [I, A]; 

A61Q0011-00 [I,C*]; A61Q0011-00 [I, A]; A61Q0017-00 [I,C*]; 
A61Q0017-00 [I, A]; C11D0003-38 [I,C*]; C11D0003-386 [I, A]; 
C12N0009-24 [I,C*]; C12N0009-24 [I, A]; C12P0019-00 [I,C*]; 
C12P0019-14 [I, A]; C12P0019-44 [I, A] 
EXF 536/23.1; 530/350; 435/183; 435/74; 435/200; 435/252.33; 435/262; 

435/274; 435/320.1 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



ANSWER 12 OF 13 USPATFULL on STN 
2001:152673 USPATFULL 

Methods for detecting and identifying single molecules 
Cubicciotti, Roger S., Montclair, NJ, United States 
Molecular Machines, Inc., Montclair, NJ, United States 



corporation ) 
PI US 6287765 

AI US 1998-81930 

DT Utility 
FS GRANTED 
LN.CNT 15456 



Bl 



20010911 
19980520 (9) 



INCL 



INCLM: 
INCLS: 

NCLM: 
NCLS: 

[7] 
I CM 
ICS 
IPCI 

IPCR 



435/006.000 
435/091.200; 
435/006.000 
435/091.200; 
977/853.000 



536/022.100; 536/023.100; 536/024.300; 536/024.500 
536/022.100; 536/023.100; 536/024.300; 536/024.500; 



C12QQ01-08 

C12P019-34; C07M021-02 

C12Q0001-Q8 [ICM, 7]; C12Q0001-06 [ICM, 7,C*]; 
C12P0019-00 [ICS,7,C*]; C07M0021-02 [ICS, 7] 
C07H0021-00 [I, A]; C07H0021-00 [I,C*] 



C12P0019-34 [ICS, 7]; 



EXF 435/6; 435/91.2; 536/22.1; 536/23.1; 536/24.3; 536/24.5 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 
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GENBANK® COPYRIGHT 2008 on STN 



LOCUS (LOC) : AE009952 GenBank (R) 

GenBank ACC. NO. (GBN) : AE009952 AE013601-AE014015 
GenBank VERSION (VER) : AE009952.1 GI:22002119 
4600755 



GenBank VERSION (VER) : 
SEQUENCE LENGTH (SQL) : 
MOLECULE TYPE (CI) : 
DIVISION CODE (CI) : 
DATE (DATE) : 
DEFINITION (DEF) : 
SOURCE: 
ORGANISM (ORGN) : 



DNA; circular 
Bacteria 

2 May 2006 

Yersinia pestis KIM, 
Yersinia pestis KIM 
Yersinia pestis KIM 



complete genome. 



COMMENT ; 




















On 


or before 


May 2, 2 0 06 


this sequence 




:sion replaced 


gi; 


;21956656, 


gi; 


121956667, 


gi; 


:21956674, 


gi; 


:21956680, 


gi; 


121956691, 


gi; 


;21956705, 


gi; 


121956717, 


gi; 


:21956732, 


gi; 


:21956743, 


gi; 


121956757, 


gi; 


;21956769, 


gi; 


121956778, 


gi; 


:21956792, 


gi; 


:21956799, 


gi; 


121956813, 


gi; 


;21956829, 


gi; 


121956840, 


gi; 


:21956852, 


gi; 


:21956857, 


gi; 


121956868, 


gi; 


;21956880, 


gi; 


121956892, 


gi: 


:21956905, 


gi; 


;21956914, 


gi; 


121956925, 


gi; 


121956938, 


gi; 


;21956949, 


gi: 


121956964, 


gi; 


;21956977, 


gi: 


121956986, 


gi; 


:21956994, 


gi; 


;21957003, 


gi: 


121957010, 


gi; 


;21957020, 


gi: 


121957029, 


gi; 


:21957037, 


gi; 


:21957046, 


gi: 


121957059, 


gi; 


;21957069, 


gi: 


121957080, 


gi; 


;21957091, 


gi; 


:21957100, 


gi: 


;21957113, 


gi; 


;21957124, 


gi: 


121957136, 


gi; 


;21957145, 


gi; 


:21957159, 


gi: 


121957165, 


gi; 


;21957178, 


gi; 


121957184, 


gi; 


;21957197, 


gi; 


121957202, 


gi: 


;21957212, 


gi; 


;21957224, 


gi; 


121957237, 


gi; 


;21957247, 


gi; 


121957258, 


gi: 


:21957269, 


gi; 


;21957274, 


gi; 


121957284, 


gi; 


;21957296, 


gi; 


121957307, 


gi: 


:21957316, 


gi; 


;21957328, 


gi; 


121957335, 


gi; 


;21957345, 


gi; 


121957353, 


gi: 


:21957368, 


gi; 


;21957378, 


gi; 


121957392, 


gi; 


;21957403, 


gi; 


121957413, 


gi: 


:21957424, 


gi; 


;21957437, 


gi; 


121957454, 


gi; 


;21957462, 


gi; 


;21957471, 


gi: 


121957482, 


gi; 


;21957491, 


gi: 


121957497, 


gi; 


:21957510, 


gi; 


;21957522, 


gi: 


121957529, 


gi; 


;21957541, 


gi: 


;21957550, 


gi; 


:21957562, 


gi; 


:21957573, 


gi: 


;21957582, 


gi; 


;21957593, 


gi: 


;21957603, 


gi; 


:21957611, 


gi; 


:21957622, 


gi: 


121957636, 


gi; 


:21957648, 


gi: 


;21957652, 


gi; 


:21957662, 


gi; 


:21957676, 


gi: 


121957683, 


gi; 


;21957696, 


gi: 


121957703, 



gi:21957715, 
gi:21957770, 
gi:21957826, 
gi:21957884, 
gi:21957932, 
gi:21957982, 
gi:21958045, 
gi:21958099, 
gi:21958153, 
gi:21958205, 
gi:21958258, 
gi:21958314, 
gi:21958367, 
gi:21958422, 
gi:21958475, 
gi:21958526, 
gi:21958589, 
gi:21958640, 
gi:21958691, 
gi:21958752, 
gi:21958803, 
gi:21958861, 
gi:21958917, 
gi:21958965, 
gi:21959014, 
gi:21959073, 
gi:21959127, 
gi:21959190, 
gi:21959235, 
gi:21959274, 
gi:21959338, 
gi:21959401, 
gi:219b9463, 
gi:219b9bl5, 
gi:21959567, 
gi:21959617, 
gi:21959670, 
gi:21959720, 
gi:21959782, 
gi:21959847, 
gi:21959899, 
gi:21959961, 
gi:21960019, 
gi:21960078, 
gi:21960129, 
gi:21960177, 
gi:21960237, 
gi:21960291, 
gi:21960343, 
gi:21960382, 
gi:21960435, 
gi:21960490, 
gi:21960548, 
gi:21960608, 
gi:21960654, 
gi:21960707, 
gi:21960761, 
gi:21960814, 
gi:21960862, 
gi:21960910, 
gi:21960971, 
gi:21961051. 



gi; 


:21957722, 


gi; 


;21957778, 


gi; 


:21957834, 


gi; 


;21957894, 


gi; 


;21957942, 


gi; 


121957996, 


gi; 


121958059, 


gi; 


121958114, 


gi; 


121958159, 


gi; 


121958216, 


gi; 


121958270, 


gi; 


:21958324, 


gi; 


:21958379, 


gi; 


:21958429, 


gi; 


121958489, 


gi; 


121958537, 


gi; 


121958600, 


gi; 


;21958649, 


gi; 


;21958703, 


gi; 


;21958761, 


gi; 


;21958816, 


gi; 


;21958872, 


gi; 


;21958927, 


gi; 


:21958973, 


gi; 


121959022, 


gi; 


121959085, 


gi; 


121959141, 


gi; 


;21959198, 


gi; 


;21959246, 


gi; 


;21959296, 


gi; 


;21959349, 


gi; 


;21959417, 


gi; 


121959476, 


gi; 


121959523, 


gi; 


121959575, 


gi; 


121959628, 


gi; 


121959680, 


gi; 


;21959739, 


gi; 


;21959793, 


gi; 


;21959860, 


gi; 


;21959913, 


gi; 


121959972, 


gi; 


121960027, 


gi; 


121960088, 


gi; 


121960140, 


gi; 


121960188, 


gi; 


121960248, 


gi; 


;21960300, 


gi; 


;21960347, 


gi; 


;21960387, 


gi; 


:21960444, 


gi; 


121960501, 


gi; 


121960558, 


gi; 


121960616, 


gi; 


121960664, 


gi; 


121960717, 


gi; 


I 21960774, 


gi; 


:21960823, 


gi; 


;21960875, 


gi; 


:21960921, 


gi; 


:21960988, 


gi; 


:21961062, 



gi:21957732, 
gi:21957788, 
gi:21957843, 
gi:21957899, 
gi:21957954, 
gi:21958007, 
gi:21958071, 
gi:21958120, 
gi:21958170, 
gi:21958225, 
gi:21958281, 
gi:21958333, 
gi:21958388, 
gi:21958438, 
gi:21958495, 
gi:21958551, 
gi:21958612, 
gi:21958661, 
gi:21958716, 
gi:21958770, 
gi:21958827, 
gi:21958884, 
gi:21958936, 
gi:21958983, 
gi:21959031, 
gi:21959096, 
gi:21959154, 
gi:21959206, 
gi:21959257, 
gi:21959307, 
gi:21959364, 
gi:21959427, 
gi:21959488, 
gi:21959533, 
gi:21959584, 
gi:21959640, 
gi:21959688, 
gi:21959751, 
gi:21959805, 
gi:21959874, 
gi:21959925, 
gi:21959984, 
gi:21960042, 
gi:21960093, 
gi:21960147, 
gi:21960202, 
gi:21960255, 
gi:21960309, 
gi:21960356, 
gi:21960399, 
gi:21960456, 
gi:21960520, 
gi:21960569, 
gi:21960625, 
gi:21960673, 
gi:21960725, 
gi:21960789, 
gi:21960833, 
gi:21960881, 
gi:21960933, 
gi:21961004, 
gi:21961073. 



gi; 


;21957746, 


gi; 


;21957799, 


gi; 


;21957857, 


gi; 


;21957903, 


gi; 


;21957963, 


gi; 


:21958020, 


gi; 


;21958078, 


gi: 


:21958132, 


gi; 


:21958180, 


gi: 


:21958235, 


gi; 


;21958291, 


gi; 


;21958340, 


gi; 


;21958399, 


gi; 


:21958451, 


gi: 


;21958500, 


gi: 


:21958564, 


gi: 


:21958624, 


gi; 


:21958671, 


gi; 


;21958732, 


gi; 


;21958783, 


gi; 


;21958839, 


gi; 


;21958894, 


gi; 


;21958945, 


gi; 


;21958992, 


gi; 


:21959041, 


gi: 


;21959108, 


gi: 


;21959168, 


gi; 


;21959215, 


gi; 


;21959260, 


gi; 


;21959317, 


gi; 


;21959377, 


gi: 


;21959437, 


gi: 


: 21959496, 


gi: 


: 21959543, 


gi: 


:219b9593, 


gi: 


:21959648, 


gi: 


:21959696, 


gi; 


:21959763, 


gi; 


;21959818, 


gi; 


;21959881, 


gi; 


;21959939, 


gi; 


:21959997, 


gi: 


:21960053, 


gi: 


:21960105, 


gi: 


:21960160, 


gi: 


:21960215, 


gi: 


;21960270, 


gi; 


;21960321, 


gi; 


;21960365, 


gi; 


;21960414, 


gi; 


:21960469, 


gi; 


;21960532, 


gi: 


;21960587, 


gi: 


;21960632, 


gi; 


:21960685, 


gi: 


:21960738, 


gi: 


:21960797, 


gi; 


;21960841, 


gi; 


;21960888, 


gi; 


;21960947, 


gi; 


:21961025, 


gi; 


;21961086, 



gi:21957761, 
gi:21957814, 
gi:21957872, 
gi:21957915, 
gi:21957971, 
gi:21958030, 
gi:21958087, 
gi:21958147, 
gi:21958192, 
gi:21958249, 
gi:21958305, 
gi:21958354, 
gi:21958412, 
gi:21958463, 
gi:21958514, 
gi:21958575, 
gi:21958631, 
gi:21958680, 
gi:21958744, 
gi:21958794, 
gi:21958850, 
gi:21958906, 
gi:21958955, 
gi:21959005, 
gi:21959057, 
gi:21959117, 
gi:21959177, 
gi:21959227, 
gi:21959263, 
gi:21959327, 
gi:21959389, 
gi:21959453, 
gi:219b9b08, 
gi:219b9bb4, 
gi:21959605, 
gi:21959659, 
gi:21959711, 
gi:21959774, 
gi:21959832, 
gi:21959890, 
gi:21959948, 
gi:21960007, 
gi:21960065, 
gi:21960115, 
gi:21960168, 
gi:21960228, 
gi:21960277, 
gi:21960333, 
gi:21960376, 
gi:21960424, 
gi:21960480, 
gi:21960540, 
gi:21960597, 
gi:21960645, 
gi:21960695, 
gi:21960747, 
gi:21960806, 
gi:21960851, 
gi:21960899, 
gi:21960955, 
gi:21961042, 
gi:21961093. 



gi:21961103, gi 
REFERENCE : 

AUTHOR (AU) : 



TITLE (TI) : 
JOURNAL (SO) : 
OTHER SOURCE (OS) 
REFERENCE : 

AUTHOR (AU) : 



TITLE (TI): 
JOURNAL (SO) : 



21961114, gi:21961127, gi:21961139, gi:21961149. 

1 (bases 1 to 4600755) 

Deng,W.; Burland,V.; Plunkett,G. Ill; Boutin, A., • 
Mayhew,G.F. ; Liss,P.; Perna,N.T.; Rose, D. J.; Mau,B. 
Zhou,S.; Schwartz, D.C. ; Fetherston, J . D . ; Lindler,L. 
Brubaker,R.R. ; Plana, G.V.; Straley, S . C . ; 
McDonough, K.A. ; Nilles, M. L . ; Matson, J . S . ; 
Blattner,F.R. ; Perry, R.D. 
Genome Sequence of Yersinia pestis KIM 
J. Bacterid., 184 (16), 4601-4611 (2002) 
CA 137:120475 

2 (bases 1 to 4600755) 

Deng,W.; Burland,V.; Plunkett,G. Ill; Boutin, A.; 
Mayhew,G.F.; Liss,P.; Perna,N.T.; Rose, D.J. ; Mau,B. 
Zhou,S.; Schwartz, D.C. ; Fetherston, J . D . ; Lindler,L. 
Brubaker, R.R. ; Plana, G.V.; Straley, S . C . ; 
McDonough, K.A. ; Nilles, M.L.; Matson, J. S.; 
Blattner,F.R. ; Perry, R.D. 
Direct Submission 

Submitted (21-FEB-2002) Genetics, University of 
Wisconsin, 445 Henry Mall, Madison, WI 53706, USA 



FEATURES (FEAT) : 

Feature Key Location Qualifier 



source 1.. 4600755 /organism=" Yersinia pestis KIM" 

/mol-type="genomic DNA" 
/strain="KIM" 
/db-xref="taxon: 187410" 

gene complement ( 21 .. 461 ) /gene="mioC" 

/locus-tag="y0001" 

CDS complement (21 .. 461) /gene="mioC" 

/locus-tag="y0001" 
/function=" factor ; DNA - 
replication, repair, 
restrict ion /modification" 
/note="residues 1 to 146 of 146 
are 67.12 pet identical to 
residues 1 to 146 of 147 from E. 
coli K12 : B3742; residues 1 to 
146 of 146 are 68.49 pet identical 
to residues 1 to 146 of 147 from 
GenPept : >gb | AAL22 733 . 1 | 
(AE008881) initiation of 
chromosome replication [Salmonella 
typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 

/product="initiation of chromosome 
replication" 

/protein-id="AAM83597.1" 

/db-xref="GI : 21956657" 

/translation="MADITLISGSTLGSAEYVAE 

HLADKLEEAGFSTEILHGPELDEL 

TLNGLWLIVTSTHGAGDLPDNLQPLLEQIEQQKP 

DLSQVRFGAVGLGSSEYDTFCGAI 

I KLDQQL I AQGAQRLGE I LE I DVI QHE I PEDP AE 

IWVKDWINLL" 

gene complement ( 554 .. 1015) /gene="asnC" 

/locus-tag="y0002" 

CDS complement(554. .1015) /gene="asnC" 

/locus-tag="y0002" 



/f unction="regulator ; amino acid 
biosynthesis: Asparagine" 
/note="residues 3 to 153 of 153 
are 84.76 pet identical to 
residues 2 to 152 of 152 from E. 
coli K12 : B3743; residues 3 to 
153 of 153 are 86.09 pet identical 
to residues 2 to 152 of 152 from 
GenPept : >emb | CAD03119 . 1 | 
(AL627280) regulatory protein 
[Salmonella enterica subsp. 
enterica serovar Typhi]" 
/codon-start=l 
/transl-table=ll 

/product="regulator for asnA, asnC 
and gidA" 

/protein-id="AAM83598 . 1" 

/db-xref="GI: 21956658" 

/translation="MSEIYQIDNLDRSILKALME 

NARTPYAELAKNLAVSPGTIHVRV 

EKMRQAGI ITAACVHVNPKQLGYDVCCFIGI ILK 

S AKDYP S ALKKLE S LEEWEAYYT 

TGHYSIFIKVMCKSIDALQQVLINKIQTIDEIQS 

TETLISLQNPIMRTIVP" 

gene 1185.. 2177 /gene="asnA" 

/locus-tag="y0 0 03" 

CDS 1185.. 2177 /gene="asnA" 

/locus-tag="y0003" 
/function="enzyme; amino acid 
biosynthesis: Asparagine" 
/note="residues 1 to 330 of 330 
are 78.48 pet identical to 
residues 1 to 330 of 330 from E. 
coli K12 : B3744" 
/eodon-start=l 
/transl-table=ll 

/produet="asparagine synthetase A" 
/protein-id="AAM83599 .1" 
/db-xref="GI: 21956659" 
/translation="MKKQFIQKQQQISFVKSFFS 
RQLEQQLGL I E VQAP I L SRVGDGT 
QDNLSGSEKAVQVKVKSLPDSTFEWHSLAKWKR 
KTLGRFDFGADQGVYTHMKALRPD 
EDRLSAIHSVYVDQWDWERVMGDGERNLAYLKST 
VNKI YAAIKETEAAI SAEFGVKPF 
LPDHIQFIHSESLRARFPDLDAKGRERAIAKELG 
AVFLIGIGGKLADGQSHDVRAPDY 
DDWTSPSAEGFSGLNGDI I VWNP ILEDAFE I S SM 
GIRVDAEALKRQLALTGDEDRLEL 
EWHQSLLRGEMPQTIGGGIGQSRLVMLLLQKQHI 
GQVQCGVWGPE I SEKVDGLL " 
gene complement ( 2276 .. 3742 ) /locus-tag="y0004" 

CDS complement (2276. .3742) /loeus-tag="yO 0 0 4 " 

/note="residues 57 to 488 of 488 
are 65.04 pet identical to 
residues 1 to 427 of 427 from E. 
coli K12 : B3745; residues 1 to 
488 of 488 are 64.34 pet identical 
to residues 1 to 483 of 483 from 
GenPept : >dbj | BAB38110 . 1 | 
(AP002566) hypothetical protein 
[Escherichia coli 0157:H7]" 



/codon-start=l 

/transl-table=ll 

/product="hypothetical protein" 

/protein-id="AAM83600 . 1" 

/db-xref="GI: 21956660" 

/translation="MLSLATLDMLLSISEGELIE 

EMWGLLAAPQLAIFFEKFPRIKR 

ALMKD I PGWKQNLQQRI REAS VPPGLANEF S L YQ 

QSLLEDSPQFYAHLPDIVAQLQDL 

HSPFATQAKTLVQTADLAKNPPGGDSLQTLFLQR 

WRVSLILQTITIHHQLLEQEREQL 

LAELQRRLALSGALEPILTTNDNAAGRLWDMSQG 

HLQRGDYQLLLQYGDFLQQQPELI 

RLAEQLGRSRSAKAQPAPDARYEPYTVMVRQPDS 

VPEEVSGIHQSNDILRLLPTELVM 

LGMSELEFEFYRRLLERRLLTYRLQGDNWQEKTQ 

QRPVSLKQNDEQPRGPFIVCVDTS 

GSMGGFNEQCAKAFCLALLRIALADNRRCYIMLF 

ATEIIHYELSADNGIEQAIRFLNQ 

HFRGGTDLAACLANTLNKMEDREWYDADAVI I SD 

FIAQRLPEELVRKIKIQQQAHQHR 

FHAVAMSAYGKPGIMRIFDHIWRFDTSLKSRLIR 

RWKR" 

gene complement (3746 .. 5299 ) /locus-tag="y0005" 

CDS complement(3746. .5299) /locus-tag="y0005" 

/function="putative regulator" 
/note="residues 1 to 496 of 517 
are 67.54 pot identical to 
residues 9 to 504 of 506 from E. 
coli K12 : B3746" 
/ codon-start=l 
/transl-table=ll 
/product="putative 2-component 
regulator" 

/protein-id="AAM83601 . 1" 

/db-xref="GI : 2 1956661" 

/translation="MAQSSQLAERISRLSHALES 

GLYERQEAIRLCLLAALSGESVFL 

LGPPGIAKSLIARRLKFAFRHARAFEYLMTRFST 

PEEVFGPL S I QALKEEGRYQRMTG 

GYLPEAEIVFLDEIWKAGPAILNTLLTAINERRF 

RNGDREDSIPMRLLVTASNELPDA 

DSSLEALYDRMLIRLWLDRVQEKQNFRSLLISRQ 

NENHNPVAENL S I TDEEFHQWQPL 

IDKITLPDHCFELIFQLRQRLSALEHAPYVSDRR 

WKKALRLLQAS AFF SGRDE I TP I D 

LILLKDCLWHDLNSFKLLQQQLEQLLTEQGYQQQ 

SLLMKLQDINSKWLQHQQQQSDHQ 

ALTWKQSGMFSRKAQYALPDNLTDSTLTLLLQK 

PLNLHDIQVNHLQVDKEALAQWLN 

KGGALRAKLNGVGYAQS I DAE I DDQLH II I LDVS 

RQPSTLSLPGATTTSVPPELLLAL 

TKLESTLAEQRRLFSQHQPCLFTPSSWLAKIEAS 

LLQWEQLQFQQIQFQQIQFQQRK 

FQQQKHSGH" 

gene 5573.. 7441 /gene="kup" 

/locus-tag="y0006" 

CDS 5573.. 7441 /gene="kup" 

/locus-tag="y0006" 

/f unction="transport ; transport of 
small molecules; cations" 
/note="residues 1 to 505 of 622 



are 83.96 pet identical to 
residues 1 to 505 of 519 from E. 
coli K12 : B3747; residues 1 to 
622 of 622 are 84.72 pet identical 
to residues 1 to 622 of 622 from 
GenPept : >gb | AAL2 2 738 . 1 | 

(AE008881) KUP family, potassium 
transport system, low affinity 

[Salmonella typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 

/product="low affinity potassium 
transport system" 
/protein-id="AAM83602 .1" 
/db-xref="GI: 21956662" 
/translation="MSTEHKQYLSAVTLAAIGW 
YGDIGTSPLYTLRECFSGHYGFDV 
RP DWFGF L S L I F WML I L WS VKYL T Y VMRADN A 
GEGGILTLMSLAGRNTSSRATSIL 
WLGLIGGSFFYGEWITPAISVMSAIEGLEIAA 
PALDPYIVPCS lAVLTLLFVIQKH 
GTGSVGKLFAPVMLVWFLTLALLGLRS I I ANPEV 
LAALNPKWAISFFVEYKSVSFFAL 
GAWLAI TGVE AL YADMGHFGKFP I RLAWFT WL 
P S LVLNYFGQGALLLKNPEAI KNP 
FFLLAPDWALIPLLILATLATVIASQAVISGVFS 
LTRQAVRLGYLPPMRI IHTSEMES 
GQIYIPVINWTLYLAWLVIIGFERSSNLAAAYG 
I AVTGTMVI T S I LFCTVAWKNWHW 
NRFLWFLLMVLLIIDIPMFSANVLKLFSGGWLP 
LSLGLVMFIIMTTWKSERFSLLRR 
MHEHSNSLEAMIASLEKSPPVRVPGTAVYMSRAM 
NVIPFALLHNLKHNKVLHERWLL 
TMRTDDVPYVHNVERVTIEQLSPTFWRWARYGW 
RETPNVAEIFHRCGLEGLSCQMME 
TSFFMSHESLILTKRPWHLFLRGKLFIALSRNAL 
RAPDQFEIPPNRVIELGTQVEI" 



/locus-tag= "y0 0 0 7" 
/function="transport; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="residues 1 to 139 of 139 
are 68.34 pet identical to 
residues 13 to 151 of 151 from E. 
coli K12 : B3748" 
/ codon-start=l 
/transl-table=ll 

/product="D-ribose high-affinity 

transport system; 

membrane-associated protein" 

/protein-id="AAM83603 .1" 

/db-xref="GI : 2 1956663" 

/translation="MKKGVLLNADISAVISRLGH 

TDQIVIGDAGLPIPATTTRIDLAL 

TRGVPGFLQWDWTQEMQVENAYLAEEIVKNNP 

QLHEALLVLLTQLEQRQENQIALR 

YISHEAFKEQTKQSRAVIRSGECSPFANIILGSG 

VTF" 



CDS 



gene 



7646. .8065 



7646. .8065 



/gene="rbsD" 
/locus-tag="y0 0 07' 
/gene="rbsD" 



gene 



8116. .9042 



/gene="rbsK" 



/Iocus-tag="y0008" 
CDS 8116.. 9042 /gene="rbsK" 

/locus-tag="y0008" 

/function=" enzyme; degradation of 
small molecules; Carbon compounds" 
/note="residues 4 to 307 of 308 
are 71.38 pet identical to 
residues 5 to 308 of 309 from E. 
coli K12 : B3752; residues 1 to 
308 of 308 are 100.00 pet 
identical to residues 1 to 308 of 
308 from GenPept : 
>emb|CAC88875.1 I (AJ414141) 
ribokinase [Yersinia pestis] " 
/codon-start=l 
/transl-table=ll 
/product= "ribokinase" 
/protein-id="AAM83604. 1" 
/db-xref="GI: 21956664" 
/translation="METGKLWLGSINADHILNI 
EQFPRPGETVIGQQYNVAFGGKGA 
NQAVAAGRSGADIAFIACVGDDDIGERVRQQLTA 
DKI DTQP I EAI KGATTGVAL I FVN 
SDGENVIGINAGANSAVTPEYLRRYQQQVIDADA 
LLMQLESPLDTVIAAAKLAKQHQT 
QVILNPAPARKLPDELLTLVDMITPNETEAERLT 
GIHIEQDDDAAKAAQILHDKGIAT 
VIITLGSRGVWLSEQGKGKLVAGFKVNAVDTIAA 
GDTFNGALLTALLEGQSMDVAVRF 
AHAAAAIAVTRPGAQPSIPWRAEIDSFLQERV" 
gene 9062.. 9265 /locus-tag="y0009" 

CDS 9062.. 9265 /locus-tag="y0009" 

/note="residues 6 to 46 of 67 are 
56.09 pet identical to residues 
194 to 234 of 330 from GenPept : 
>gb|AAK16096.1 IAF288084-2 
(AF288084) NgrF [Photorhabdus 
luminescens] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83605.1" 
/db-xref="GI: 21956665" 
/translation="MSPVWQGYRQAMARAGLPII 
AGYEWSDFEFGGGLVALKQRLNN 
PEAEPQVLPLTPELIERGSVSLR" 
gene complement ( 9262 .. 10686 ) /locus-tag="y0010" 

CDS complement (9262. .10686) /locus-tag="y0010" 

/f unction="putative transport" 
/note="residues 3 to 465 of 474 
are 73.43 pet identical to 
residues 4 to 466 of 475 from E. 
coli K12 : B3754; residues 3 to 
465 of 474 are 74.08 pet identical 
to residues 4 to 466 of 475 from 
GenPept : >gb | AAL22 745 . 1 | 
(AE008881) putative MFS family 
tranport protein (1st mdule) 
[Salmonella typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 
/product="putative permease" 



gene 
CDS 



complement (10766 . 
) 

complement (10766 . 



gene 
CDS 



12016. .13600 
12016. .13600 



13694. .13766 

13694. .13766 



14022. .16928 
14022 . . 16928 



complement ( 17019 . 
) 

complement ( 17019 . 



/protein-id="AAM83606 .1" 
/db-xref="GI: 21956666" 
/translation="MIKSARSMAGLPWIAAMAFF 
MQALDATILNTALPSIAESLNRSP 
LTMQSAIISYTLTVAMLIPVSGWLADRFGTRRIF 
ILAVSLFTFGSLLCALSGSLAFLV 
ASRVIQGIGGAMMMPVARLALIRAYPRSELLPVL 
NFVTIPGLVGPVMGPLLGGLLVTY 
TTWHWIFILNIPIGLLGIFYARKYMPNFTMPKRT 
FDFVGFLLFGISLVMISTSLEIMG 
RPEIADYLPAATLLGGLLMLIFYIFHAKGHPNPL 
IGLPLFKTRTFSVGIAGNVASRLG 
TGCVPFLMPLMLQVGFGYSALIAGCMMAPTAIGS 
IMAKSAVTQVLRSLGYRKVLVGIT 
LIIGVLIASFALQSPGMSAWMMILPLFILGIAMS 
TQFTAMNTITLADLTDNNASSGNS 
VLAVTQQLSISFGIAISATVLRFYDGLSLGGNVD 
HFHYTFITMGIVTLLSSLVFLLLK 
PRDGDNLIQGRNVKKVAPQVKNNV" 
.11455 /locus-tag="y0011" 

.11455 /locus-tag="y0011" 

/note="residues 49 to 229 of 229 
are 64.08 pet identical to 
residues 1 to 180 of 181 from E. 
coli K12 : B3755; residues 1 to 
229 of 229 are 67.68 pet identical 
to residues 1 to 229 of 230 from 
GenPept : 

>gb|AAG58958.1 IAE005607-4 
(AE005607) yieP gene product 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83607. 1" 
/db-xref="GI: 21956668" 
/translation="MQLNTQQQAAQRNLSYLLAE 
KIGQRILAGEYEAGSILPGEIELG 
EQFGVSRTAVREAVKMLAAKGMLLPRPRIGTRVM 
PQTNWNYLDQELLTWWMTKENFDQ 
VMQHFLILRTSLEPQACYLAATHANEKQRELLAS 
LVAEMRALHSNFNREQWIQVDTQF 
HKLIYEASGNPFLISFANLFSSVYYSYFRAITGD 
EVIKLQHHQNIVDTILAGDNQGAL 
FACQVLLKTVD" 
/locus-tag="yr001" 
/locus-tag="yr001" 
/product="16S ribosomal RNA" 
/locus-tag="yt001" 
/locus-tag="yt001" 
/product="tRNA-Glu" 
/note="anticodon : TTC" 
/locus-tag="yr0 02" 
/ locus-tag="yr002" 
/product="23S ribosomal RNA" 
.17426 /locus-tag="y0012" 

.17426 /locus-tag="y0012" 



/note="residues 48 to 120 of 135 



17036. 
17036. 



17169. 
17169. 



17285. 
17285. 



gene 
CDS 



17155 
17155 



17241 
17241 



17399 
17399 



.19069 



18140. .19069 



are 30.00 pet identical to 
residues 84 to 159 of 443 from 
GenPept : 

>gb|AAD36903.1 IAE001821-3 
(AE001821) hypothetical protein 
[Thermotoga maritima] " 
/codon-start=l 
/transl-table=ll 
/product =" hypothetical" 
/protein-id="AAM83608 . 1" 
/db-xref="GI: 21956669" 
/translation="MDGLSVYLIPGSVLLSHGET 
PHYHRRYGVS L L S S AWGQVGPPRY 
CRQVNSFLLLPNLIHVTGADTQSRTGDLTLTKGA 
LYQLSHISTTKFDAWQCPTLAWGD 
PTLPSALRRFTSEFGMGSGGTTALWPPGKFCFN" 
/locus-tag="yr003" 
/locus-tag= "yr003" 
/product="5S ribosomal RNA" 
/locus-tag="yt002" 
/locus-tag="yt002" 
/product="tRNA-Thr" 
/note="anticodon: GGT" 
/locus-tag="yr004" 
/locus-tag="yr004" 
/product="5S ribosomal RNA" 
/gene="metA" 
/locus-tag="y0013" 
/gene="metA" 
/locus-tag="y0013" 
/function="enzyme; amino acid 
biosynthesis: Methionine" 
/note="residues 1 to 309 of 309 
are 79.61 pet identical to 
residues 1 to 309 of 309 from E. 
coli K12 : B4013; residues 1 to 
309 of 309 are 79.61 pet identical 
to residues 1 to 309 of 309 from 
GenPept : 

>gb|AAG59205.1 IAE005633-2 

(AE005633) homoserine 

transsuccinylase [Escherichia coli 

0157:H7 EDL933] " 

/ codon-start=l 

/transl-table=ll 

/product=" homo serine 

transsuccinylase" 

/protein-id="AAM83609 .1" 

/db-xref="GI: 21956670" 

/translation="MPIRVPDELPAVSFLRNENV 

FVMAS SRAKTQE IRPLKVL I LNLM 

PKKIETENQFLRLLSNSPLQVDIQLLRVDSRESK 

NTPTEHLNNFYCDFEDIQDQNFDG 

LIVTGAPLGLVDFCDVAYWPQIERIIAWAKEHVT 

STLFVCWAVQAALNILYGIPKMTR 

EVKLSGIYQHQTLEPLALLTRGFDETFLAPHSRY 

ADFPVEVLQQYTDLDILVSSEEAG 

AYLFASKDKRVAFVTGHPEYDVDTLAGEYQRDLA 

AGLNPQVPLNYFPSDDASLRPKAS 

WRSHGHLLFANWLNYYVYQITPFDLRHMNPTLD" 

complement (19262. .19411 /locus-tag="y0014" 

) 



CDS complement (19262. .19411 /locus-tag="y0014" 

) 

/note="residues 7 to 48 of 49 are 
33.33 pet identical to residues 
512 to 553 of 1005 from GenPept : 
>gb|AAK39925.1 | AF165818-133 
(AF165818) hypothetical protein 
[Guillardia theta] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83610. 1" 
/db-xref="GI: 21956671" 
/translation="MSLPVKKAEFYGYFSPDRNK 
NNQLIHKIKNDFHFYGNIFLIFIY HIVNI" 

gene 19456.. 21087 /gene="aceB" 

/locus-tag="y0015" 

CDS 19456.. 21087 /gene="aceB" 

/locus-tag="y0015" 

/f unction="enzyme; central 

intermediary metabolism: 

Glyoxylate bypass" 

/note="residues 12 to 543 of 543 

are 79.54 pet identical to 

residues 1 to 533 of 533 from E. 

coli K12 : B4014" 

/codon-start=l 

/transl-table=ll 

/product="malate synthase A" 

/protein-id="AAM83611 . 1" 

/db-xref="GI: 21956672" 

/translation="MAAVTLGRGIAMRQQLAGTE 

LVFTQPFNAAERQVLPDKAIEFLT 

ELWKFSESRNQLLATRASWQQTIDQGALPDFIL 

ETNSIRDGDWKIQGIPADLRDRRV 

E I TGP VERKMV I NALNANVKVFMADFE D S LAP S W 

DKVIDGQINLHDAVKGTISYTNES 

GKVYQLKPNPAVLIARVRGLHLPEKHVKWQDEAI 

PGGLFDFALYFYHNYQQLLAKGSG 

PYFYLPKMQSYQEAAWWSDVFNFTEQRFGLSQGT 

I KATVL I ETLP AVFQMDE I L YHLR 

HHIVGLNCGRWDYIFSYIKTLKNHPDRVLPDRQS 

VTMNKPFLSAYSRLLIKTCHKRGA 

LAMGGMAAFIPDKDAEKNKLVLDKVRADKELEAS 

NGHDGTWVAHPGLADTVMDVFNKV 

LGSRPNQLEVSREQDKPITAAELLEPCSGERTEA 

GMRAN I RVAVQ Y I E AW I S GNGC VP 

lYGLMEDAATAEISRTSIWQWIHHQKSLSNGQTV 

TKELFRSMLSEEIQWKLELGAER 

FDRGRFEEAARLMERITTQDELIDFLTLPGYALL 

A" 

gene 21134.. 22441 /gene="aceA" 

/locus-tag="y0 016" 

CDS 21134.. 22441 /gene="aceA" 

/locus-tag="y0 016" 
/function="enzyme; central 
intermediary metabolism: 
Glyoxylate bypass" 
/note="residues 4 to 435 of 435 
are 85.18 pet identical to 
residues 3 to 434 of 434 from E. 
coli K12 : B4015; residues 1 to 



435 of 435 are 100.00 pet 

identical to residues 1 to 435 of 

435 from GenPept : 

>emb|CAC93193.1 I (AJ414158) 

isocitrate lyase [Yersinia 

pestis] " 

/codon-start=l 

/transl-table=ll 

/product="isocitrate lyase" 

/protein-id="AAM83612 .1" 

/db-xref="GI: 219566 73" 

/translation="MTISRTQQIQQLEQEWTSPR 

WKNITRPYSAEDVIKLRGSVNPEC 

TFAQNGAKKLWELLHGGSRKGYINCLGALTGGQA 

LQQAKAGVEAI YMSGWQVAADANT 

ASSMYPDQSLYPVDSVPAWKRINNSFRRADQIQ 

WSNNIEPGSKGYTDYFLPIVADAE 

AGFGGVLNAFE LMKAMI EAGAAGVHFEDQLAAVK 

KCGHMGGKVLVPTQEAIQKLVAAR 

LAADVLGVPTLLIARTDADAADLLTSDCDPYDRE 

FITGDRTAEGFFRTRAGIEQAISR 

GLAYAPYADLVWCETSTPDLALAKRFADAVHAQF 

PGKLLAYNCSPSFNWKKNLTDQQI 

ASFQDELSAMGYKYQFITLAGIHSMWFNMFDLAH 

AYAQGEGMKHYVEKVQQPEFASVD 

RGYTFASHQQEVGTGYFDKVTNIIQGGASSVTAL 

TGSTEEQQF" 

gene 22514.. 24241 /gene="aceK" 

/locus-tag="y0018" 

CDS 22514.. 24241 /gene="aceK" 

/locus-tag="y0018" 
/function=" enzyme; central 
intermediary metabolism: 
Glyoxylate bypass" 
/note="residues 5 to 572 of 575 
are 75.52 pet identical to 
residues 5 to 572 of 578 from E. 
coli K12 : B4016; residues 5 to 
572 of 575 are 75.88 pet identical 
to residues 5 to 572 of 578 from 
GenPept : 

>gb|AAG59208.1 IAE005633-5 
(AE005633) isocitrate 
dehydrogenase kinase/phosphatase 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 

/product=" isocitrate dehydrogenase 

kinase /phosphatase" 

/protein-id="AAM83613 .1" 

/db-xref="GI: 21956675" 

/translation="MVAKLEQLIAQTILQGFDAQ 

YGRFLEVTAGAQHRFEQADWHAVQ 

QAMKKR I H L Y D HH VG L WE QLKYITDQRHF DVEF 

LARVKEIYTGLLPDYPRFEIAESF 

FNSVYCRLFKHRDLTPDKLFVFSSQPERRFREIP 

RPLARDFIPKGDLSGMLQMVLNDL 

SLRLHWENLSRDIDYIVMAIRQAFTDEQLASAHF 

QIANELFYRNKAAWLVGKLRLNGD 

lYPFLLPIHHNESGELFIDTCLTSKAEASIVFGF 

ARS YFMVYVPLPAAMVEWLRE I LP 

GKSTAELYTAIGCQKHGKTESYREYLAFIHQSSE 



QFI lAPGVKGMVMLVFTLPSFDRV 

FKVIKDQFAPQKEVTQARVLECYQLVKEHDRVGR 

MADTQEYENFVIDKHRISPELLAE 

LQHEVPEKLEDLGDKIVIKHLYMERRMTPLNLYM 

EQADDQQLKDAIEEYGNAIKQLAA 

ANIFPGDMLFKNFGVTRHGRWFYDYDEICYMTE 

VNFRDIPPPRYPEDEMASEPWYSV 

SPNDVFPEEFRHFLCSDRKVRHFFEEMHGDLFQA 

SYWRGLQQRIRDGHVEDVFAYRRK 

QRFSQRALN" 

gene complement ( 24077 .. 24214 /locus-tag="y0017" 

) 

CDS complement (24077. .24214 /locus-tag="y0017" 

) 

/note="residues 1 to 39 of 45 are 
35.89 pet identical to residues 
160 to 198 of 460 from GenPept : 
>gb|AAF52902.1 I (AE003628) CG13138 
gene product [Drosophila 
melanogaster] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83614.1" 
/db-xref="GI: 21956676" 
/translation="MLSSISKNILHMPIPDTLLQ 
AAPITGLEQIAVHLLKKVPDFPVT A" 
gene complement ( 24361 .. 24954 /gene="iclR" 

) 

/locus-tag="y0019" 
CDS complement (24361. .24954 /gene="iclR" 

) 

/locus-tag="y0019" 
/function="regulator ; central 
intermediary metabolism: 
Glyoxylate bypass" 
/note="residues 5 to 192 of 197 
are 78.19 pet identical to 
residues 98 to 285 of 287 from E. 
coli K12 : B4018" 
/ codon-start=l 
/transl-table=ll 
/product="repressor of aceBA 
operon" 

/protein-id="AAM83615. 1" 

/db-xref="GI :219566 77" 

/translation="MDHGGPHAFIVGSSFLQSRN 

LLAMVHPMLRRLMDESGETVNLAV 

LDHSDYQAI I I DQVQCTALMRMSAPIGGKLPMHA 

SGAGKAFLSTLPDDQLVQLLHKKG 

LHAYTQHTRTNPTSLKENLALIRKQGYSFDDEEH 

ALGLRC I AACLFDEHHEAFAAI S I 

SGPISRITDDRVTELGALVIHAAKEITQSYGGGT 

GVK" 

gene 25420.. 29115 /gene="metH" 

/locus-tag="y0020" 

CDS 25420.. 29115 /gene="metH" 

/locus-tag="y0020" 
/function="enzyme; amino acid 
biosynthesis: Methionine" 
/note="residues 6 to 1231 of 1231 
are 85.90 pet identical to 



residues 1 to 1227 of 1227 from E. 
coli K12 : B4019; residues 6 to 
1231 of 1231 are 86.14 pet 
identical to residues 30 to 1256 
of 1256 from GenPept : 
>gb|AAL23012 . 1 I (AE008895) 
B12-dependent 

homocysteine-N5-methyltetrahydrof o 

late transmethylase, repressor of 

metE and metF [Salmonella 

typhimurium LT2]" 

/ codon-start=l 

/transl-table=ll 

/product="B12-dependent 

homocysteine-N5-methyltetrahydrof o 

late transmethylase, repressor of 

metE and metF" 

/protein-id="AAM83616 .1" 

/db-xref="GI: 21956678" 

/translation="MVDTVIDNKVKELHQQLAQR 

ILVLDGGMGTMIQSYRLEEADYRG 

ARFADWASDLKGNNDLLVLSKPEVITAIHNAYLE 

AGADILETNTFNSTSIAMADYQMA 

S L S AE INYEAARLARI CADEWS ARTPEKPRYVAG 

VLGPTNRTAS I SPKVNDPAFRNVS 

F DQL VE AYRE S TRAL lEGGVDLIMIETVFDTLNA 

KAATFAVESEFEVMGVLLPVMI SG 

TITDASGRTLSGQTTEAFYNSLRHVKPLSFGLNC 

ALGPDELRQYVAELSRISEYYVSA 

HPNAGLPNAFGEYDLEAKEMAEQIGEWARAGFLN 

IVGGCCGTTPRHIAAMVNAVAGVP 

PRPLPDIPVACRLAGLEPLTIDANTLFVNVGERT 

NVTGSARFKRLIKEEKYGEALDVA 

RQQVE S GAQ II D I NMDEGML DAE AAMVRF LNL I A 

GEPDIARVPIMIDSSRWDVIEKGL 

KCIQGKGIVNSISMKEGVDAFIHHAKLVRRYGAA 

MWMAFDETGQADTRARKIEICRR 

AYKILTETVGFPPEDIIFDPNIFAVATGIEEHNN 

YAVDFIEACADIKAELPHALISGG 

VSNVSFSFRGNDPVREAIHAVFLYYAIRNGMDMG 

IVNAGQLAIYDDLSDELRDAVEDV 

ILNRRDDSTERLLDLAEKYRDSKSGEVAIQQAEW 

RGWPWKRLE Y S LVKG ITEFIELD 

TEEARQQADRPIEVIEGPLMSGMNWGDLFGEGK 

MFLPQWKSARVMKQAVAYLEPYI 

E AS KQKGT T AG K I L L AT VKG D VH D I GKN I VG VVL 

QCNNYEIIDLGVMVPTEKILRTAR 

EEKVDIIGLSGLITPSLDEMVNVAKEMERQGFTL 

PLLIGGATTSKAHTAVKIEQNYSG 

STTYVSNASRSVGWSALLSDTQREAFVAKTRKE 

YETVRIQHARKKPRTPPVSLQAAR 

NNPTVIDWENYTPPVAHKLGVQWEASIETLRNY 

IDWTPFFMTWS LAGKYPRI LEDEV 

VGEEAKRLLADANALLDKLSAEDLLHPKGWGLF 

PANSVGDDIEIYRDERRDEVLAIS 

YHLRQQTEKTDFPNYCLADYVAPKSSGKADYFGA 

FAVTGGLEEDALADAYDAQHDDYN 

KIMIKALSDRLAEAFAEYLHERVRKVYWGFAPNE 

NL SNEELVREN YQG I RPAPGYPAC 

PEHTEKGQIWQLLDVETHTGMKLTESYAMWPGAS 

VS GWYF S HP D S KYF AVAQ I QRDQV 

EDYAARKGMPTAEVERWLAPNLGYDAD" 



gene complement ( 29211 34175 /gene="hylA" 

) 

/locus-tag="y0021" 
CDS complement (29211 . .34175 /gene="hylA" 

) 

/locus-tag="y0021" 

/f unction="putative factor; 

extracellular functions; secreted 

proteins" 

/note="residues 20 to 1651 of 1654 

are 42.08 pet identical to 

residues 1 to 1604 of 1608 from 

GenPept : >gb | AAA50323 . 1 | (M22618) 

hemolysin [Serratia marcescens] " 

/codon-start=l 

/transl-table=ll 

/product="hemolysin precursor" 

/protein-id="AAM83617.1" 

/db-xref="GI: 21956679" 

/translation="MRTPCYSYQEISPQNGDVKM 

KKHTFKLSPAGKLAAAVTIISVSV 

ATCYAAGIVGAGDSAHKPDVSSVNGTSVINIVQP 

SASGLSHNQFQDFNVGEKGAVLNN 

ATSAGNSILAGQLAANQNLNGQAASIILNEVISR 

NPSLLLGQQEI FGMT AD Y I L ANPN 

GITCNGCGFMNTNRESLWGNPLIEQGSLKGFET 

FNNNNWLIIQDKGLTANKILDLIA 

PRIEVTGMVTSTEAINALSGNNQISTDGQILESR 

QEDHPNRPTSLGGWFSSLFSSESE 

ESIDGKYLGSMQSGRINLVSTREGSGVKIAGSLN 

GSEEINATIKGKLQLEAAKLGGND 

ININANSIQAFGNLHKNEDNGGVTQSLERTQLKG 

KNIAIVANKKNQLSAVKIDADNVT 

LRGGELVLDERILTKTEQESSSDGGNGVLGLGKW 

NWSENKEEKQQTSIGTTITAKNNA 

SLESTQDDIKLSAATITAGKNLAIKAKKDLHIDG 

AIEENSIHDYGHNYKHMVKDESWN 

NKTTKQTLNKTTLEAGKNLGLTAENKITTQGIKA 

SAGGDWIDANDVKIGVQKTSNQE 

TTDGKHERNLGLGGVDHNNNDKYAETSHSSEITA 

DGNILISVKDDVAITGSKVKATKD 

GFVQAKEGGIKIDNAISTTTNKVDERTGVAFDIT 

GSSKKANNSEEKSTGSEWSEANL 

KIISKKDVDVIGSLVKSAGELGIETLGDINVAAA 

QEKQKIDEQKTLLTIDGFTSDDGK 

NQYQAGLKVEHTSESEKTEKVINHGSTLEGGTVK 

LEADKDVTFTGSQLNTTKGDADIT 

AENVSFVAAQDTTTSNKEKETVGVNAHYTGGMDK 

AGSGAGVSYEETKTDSEKSTAWS 

HTDVKGDLNLNAKQEITNQGTDHNVEGSYAANAT 

N VNN L AAEN S E T T T T T TN T VD VK Y 

GGNIAYDGVTRPVEKTIESGKKLDVGGVIENVGN 

VAPDSVNAGVDLSVNVGEKENKSS 

NSQAWTSIKSGDISITAKEDVKDQGTHYQADKG 

GIKIDAANHTFESAVNRAEESEKV 

VSGGVDMRIYTTTGEDINVDAKGKGENKQQEVKA 

EQAQTGSMKAVGDI I INVQENARY 

QGTDLDSGDGKIAITAGEEIKFEQATSHLSENHN 

KIDANAKANFGTKPNSKDFGGGLG 

GGHSQGSTSADIAQVSHLHGKQGIELNAGKDLTL 

QGTEFGSKNAATGDVQLTAGGKVD 

FQAAQSQSSKQDMTWSASVKAGKSKSNSTSENDD 



GTKTHTNNKGFSAGAEANVKNTDE 

TSLTHQGGIINSNGAVTIKADGKDQQAIHLQNTN 

IISQETILNADNGGIVMESAQDKE 

HKNNWNVNTNLNGSQKNTIKSDDQGWDKDSAKK 

IHNAAIKLDGGVDKLDSVTQQNTH 

INSDKVTLNSAKNTELAGAVLQANQISGQIGGDL 

NVISRENRLNKVNVSAALGGSHSN 

AKQDSLISQVANASPIMSDKIKNKL 

EEKSTKIFDKVENKFNTLGKEKDDSVQTISYTK 

DGQTVKISEADEKKETKDKWWQKGAKSVGKKIKS 

AVQDEQWGGNGSVKANVEWESQ 

GVEEQSAIRGTQNVDLTVKGKTDLVGGKISSKNS 

DVKLKTNGLETQDINGKYTEGGAR 

LNASSSVMDMISDGAKDVMDGKAPLVSGHGKSEQ 

KNATGGITRE" 

gene complement (34188 . .35964 /locus-tag="y0022" 

) 

/note="hylB; disrupted by 

frameshift" 

/pseudo 

gene complement (36445. .37830 /gene="lysC" 

) 

/locus-tag="y0023" 
CDS complement (36445. .37830 /gene="lysC" 

) 

/locus-tag="y0 023" 
/function="enzyme; amino acid 
biosynthesis: Lysine" 
/note="residues 14 to 461 of 461 
are 81.47 pet identical to 
residues 2 to 449 of 449 from E. 
coli K12 : B4024; residues 14 to 
461 of 461 are 81.47 pet identical 
to residues 2 to 449 of 449 from 
GenPept : 

>gb|AAG59223.1 IAE005635-3 

(AE005635) aspartokinase III, 

lysine sensitive [Escherichia coli 

0157:H7 EDL933] " 

/codon-start=l 

/transl-table=ll 

/product="aspartokinase III, 

lysine sensitive" 

/protein-id="AAM83618 . 1" 

/db-xref="GI: 21956681" 

/translation="MIQVAPQQTRDAPSATWAK 

FGGTSVASFDAMSRSADWLSNPD 

VRLVILSASAGITNLLVALADGSEPEKRADHLED 

IRHIQYDIIARLTDSTVIREEIDR 

MLEN I AML S E AAS L AT S PAL TDELVSHGELMSTL 

LF VE L LRQRQVAVE WF DVRKVMRT 

NDRFGRAEPDTSALAELAQTLLAPRIEDAIWTQ 

GFIGSEGKGRTTTLGRGGSDYTAA 

LLGEALNVSRIDIWTDVPGIYTTDPRWPAAKRI 

DKIAFEEAAEMATFGAKILHPATL 

LPAVRSDIPMFVGSSKDPAAGGTLVCNETYNPPL 

FRALALRRKQTLLTLHSLNMLHAR 

GFLAEVFN I LARHS ISVDLITTS E VS VAL T L D T T 

GSTSTGDSLLTTSLLTELSSLCRV 

EVEEDLALVAIIGNNLSQACGVGKEVFGVLDPFN 

IRMICYGASSHNLCFLVPGNDADK 

WQTLHYNLFE" 



gene 38200.. 39846 /gene="pgi" 

/locus-tag="y0024" 

CDS 38200.. 39846 /gene="pgi" 

/locus-tag="y0024" 
/function="enzyme; energy 
metabolism, carbon: Glycolysis" 
/note="residues 1 to 548 of 548 
are 87.40 pet identical to 
residues 1 to 548 of 549 from E. 
coli K12 : B4025; residues 1 to 
548 of 548 are 87.40 pet identical 
to residues 1 to 548 of 549 from 
GenPept : 

>gb|AAG5922 4.1|AE005635-4 
(AE005635) glucosephosphate 
isomerase [Escherichia coli 
0157:H7 EDL933] " 
/codon-start=l 
/transl-table=ll 
/product=" glucosephosphate 
isomerase" 

/protein-id="AAM83619 .1" 

/db-xref="GI: 21956682" 

/translation="MKNINPSQTAAWKALQQHFE 

QMKDVT I S S LF AKDDQRFNRF S AT 

FDDQMLVDFSKNRITSETLEKLQDLAKETDLAGA 

IKSMFSGEKINRTEDRAVLHIALR 

NRSNTPIWDGKDVMPEVNAVLAKMKQFCDRVIS 

GDWKGYTGKAITDWNIGIGGSDL 

GPYMVTEALRPYKNHLNMHFVSNVDGTHIAEALK 

PLNPETTLFLVASKTFTTQETMTN 

AH S ARDWF L S AAGDP AHVAKHF AAL S TNAKAVGE 

FG I DTNNMFEF WDWVGGRYS LWS A 

IGLSIALSVGFEHFEQLLSGAHAMDKHFAETPAE 

KNLP VL L AL I G I WYNNE F G AE TEA 

I LPYDQYMHRFPAYFQQGNME SNGKYVDRNGHPV 

DYQTGPIIWGEPGTNGQHAFYQLI 

HQGTKLIPCDFIAPAISHNPLSDHHAKLLSNFFA 

QTEALAFGKSLEDVEAEFAAAGKT 

PEQVAHVAPFKVFEGNRPTNSILLREITPFSLGA 

LIALYEHKIFTQGVILNIYTFDQW 

GVELGKQLANRILPELADDQEVTSHDSSTNALIN 

RFKNWR" 

gene 39981.. 40388 /locus-tag="y0025" 

CDS 39981.. 40388 /locus-tag="y0025" 

/note="residues 6 to 135 of 135 
are 67.69 pet identical to 
residues 8 to 136 of 136 from E. 
coli K12 : B4030" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="AAM83620 . 1" 
/db-xref="GI :219566 83" 
/translation="MAKNSRSQWIAKNLQRLLNV 
GLIMLAAILWFLVKETIHLGKVL 
FLSNQETSSYMLIEGIVIYFLYFEFIALIVKYFE 
SGYHFPLRYFIYIGITAIIRLIIV 
DHENP IDTLIYSGSI LVLWTLYLANTERLKRE " 
gene complement ( 40531 .. 41442 /gene="malG" 

) 

/locus-tag="y0026" 



CDS complement ( 40531 .. 41442 /gene="malG" 

) 

/locus-tag="y0026" 

/function="transport; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="residues 8 to 303 of 303 
are 88.17 pet identical to 
residues 1 to 296 of 296 from E. 
coll K12 : B4032; residues 8 to 
303 of 303 are 90.87 pet identical 
to residues 1 to 296 of 296 from 
GenPept : >gb | AAL23051 . 1 | 
(AE008897) ABC superfamily 
(membrane) , maltose transport 
protein [Salmonella typhimurium 
LT2] " 

/codon-start=l 
/transl-table=ll 

/product=" inner membrane permease 
of maltose/maltodextran ABC 
transporter" 

/protein-id="AAM83621 . 1" 
/db-xref="GI: 21956684" 
/translation="MTKEEMQMAMVQPKSQRLRL 
LGTHFLMLCFIALIMFPLLMVIAI 
SLRPGNFATGSLIPDQISWEHWKLALGMSVTHAD 
GSVTPPPFPVMLWLWNSIKIALIT 
AMGIVALSTTCAYAFARMRFRGKSALLKGMLIFQ 
MFPAVLSLVALYALFDRIGQYMPF 
I GLNTHGGVI F AYMGG I ALHVWT I KGYFET I DNS 
LEEAAALDGATPWQAFRLVLLPLS 
VPILAWFILSFIAAITEVPVASLLLRDVNSYTL 
AVGMQQYLNPQNYLWGDFAAAAVL 
S AI P I T T VF L L AQRWL VGGL T AGGVKG " 
gene complement ( 41435 .. 43027 /gene="malF" 

) 

/locus-tag="y0 02 7" 
CDS complement (41435. .43027 /gene="malF" 

) 

/locus-tag= "y0 02 7" 

/function="transport; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="residues 18 to 530 of 530 
are 75.43 pet identical to 
residues 5 to 514 of 514 from E. 
coli K12 : B4033" 
/ codon-start=l 
/transl-table=ll 

/product=" inner membrane permease 
of maltose ABC transporter" 
/protein-id="AAM83622 .1" 
/db-xref="GI :219566 85" 
/translation="MKGNIMQLSHTELQSRKKKI 
AWWQSDALKWLVISLLSLFTCYLI 
VLMYAQGEYLFAI VTL I LVS LGL YVFANRRAYAW 
RYVYPGVAGMGLFVLFPLICTIAI 
AFTNYSSTNQLTFERAQSVLLDRQFQTGKTFTFG 
LYPSDNQWRLQLTNPDDGSLFISE 
PFSFEATGEQKVMVAPTNTAQTSEPASLRIITQS 
RQALSSLVAILPDGAELRMSSLRQ 



FSGTKPLYTLGADGKELINQQTGVKYWPNPSTGF 

YQAVNADGQWENEKLSPGFTVSIG 

WKNFLRVLHDEGIQKPFISIFIWTILFSVMSVTF 

TVAVGMVLACWQWDS LKGKAI YR 

VMLILPYAVPSFISILIFKGLFNQSFGEINLMLS 

HLFGIKPAWFSDPITAKSMILIVN 

TWLGYPYMMILCMGLLKAIPDDLYEASAMDGAGP 

FQNFFRITFPLLIKPLTPLMIASF 

AFNFNNFVLIQLLTNGGPDMIGTSTPAGYTDLLV 

NYTYRVAFEGEGGQDFGLAAAIAT 

LIFILVGALAILNLKASKMNFD" 

complement (43199. .44410 /gene="malE" 

) 

/locus-tag="y0028" 
complement (43199. .44410 /gene="malE" 
) 

/locus-tag="y0028" 

/function="transport; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="substrate recognition for 
ABC transporter and chemotaxis; 
residues 14 to 403 of 403 are 
84.61 pet identical to residues 7 
to 396 of 396 from E. coli K12 : 
B4034; residues 7 to 403 of 403 
are 84.13 pet identical to 
residues 4 to 396 of 396 from 
GenPept : >emb | CAD092 13 . 1 | 
(AL627282) periplasmic 
maltose-binding protein 
[Salmonella enterica subsp. 
enter ica serovar Typhi] " 
/codon-start=l 
/transl-table=ll 
/product=" periplasmic 
maltose-binding protein" 
/protein-id="AAM83623 .1" 
/db-xref="GI: 21956686" 
/translation="MTRSFTKSGIGKTARVLALS 
ALTTLVLSSSAFAKIEEGKLVIWI 
NGDKGYNGLAEVGKKFEKDTGIKVTIEHPDKLEE 
KFPQVAATGDGPDIIFWAHDRFGG 
YAQSGLLAELTPSKAFQEKLFPFTWDAVRFNGKL 
I GYPVAVEAL S L I YNKDL VKE APK 
TWEEIPALDKTLRANGKSAIMWNLQEPYFTWPVI 
AADGG YAF KF E NG VY D AKN VG VNN 
AGAQAGLQFIVDLVKNKHINADTDYSIAEAAFNK 
GETAMTINGPWAWSNIDKSKINYG 
VTLLPTFHGQPS KPF VGVL TAG I NAAS PNKE L AT 
EFLENYLITDQGLAEVNKDKPLGA 
VALKSFQEQLAKDPRIAATMDNATNGEIMPNIPQ 
MAAFWYATRS AVLNAI TGRQTVEA 
ALNDAATRITK" 

44888. .45250 /locus-tag="y0030" 

44888. .45250 /locus-tag="y0030" 

/note="residues 9 to 49 of 120 are 
36.58 pet identical to residues 24 
to 64 of 604 from GenPept : 
>gb|AAK27723.1 IAF358444-1 
(AF358444) alpha-glucosidase 
[Bifidobacterium adolescentis] " 



/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83624. 1" 
/db-xref="GI: 21956687" 
/translation="MLSARSIPNPALYRIHPVSF 
RDGQGNGVGDYRGLNGVCDSLLPC 
WI SMLRRC S TO SP I LRPRRRPGQPCHWLGGTARS 
ERVIRALGVINGSCRGLLPLFFFI 
QIHMKSCLRKQRSNAWLM" 
gene 44998.. 45234 /locus-tag="y0029" 

CDS 44998.. 45234 /locus-tag="y0029" 

/note="residues 33 to 76 of 78 are 

34.78 pet identical to residues 

399 to 444 of 933 from GenPept : 

>gb|AAG51093 .1|AC025295-1 

(AC025295) auxin response factor 6 

(ARF6) [Arabidopsis thaliana] " 

/codon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM83625.1" 

/db-xref="GI: 21956688" 

/translation="MRLIITLLDQYVEALFNVQP 

YTQAATPSGATLPLAWRHGAQRES 

HQGTGGNQWVMPGFASTVFLHSDSYEKLFAQAKE 

gene 45238.. 46347 /gene="malK" 

/locus-tag="y0031" 

CDS 45238.. 46347 /gene="malK" 

/locus-tag="y0 031" 

/f unction="transport ; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="residues 1 to 369 of 369 
are 84.90 pet identical to 
residues 1 to 371 of 371 from E. 
coli K12 : B4035; residues 1 to 
369 of 369 are 84.55 pot identical 
to residues 1 to 369 of 369 from 
GenPept : >gb | AAL23054 . 1 | 
(AE008897) bif unctional : ABC 
superfamily (atp-bind), maltose 
transportprotein; phenotypic 
repressor of mal operon 
[Salmonella typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 

/product="ATP-binding component of 

ABC transport system for maltose" 

/protein-id="AAM83626 .1" 

/db-xref="GI : 21956689" 

/translation="MANVTLSSVYKAFGEAVISR 

DINLEIDDGEFWFVGPSGCGKST 

LLRMIAGLEDITSGELLIGGKRMNEVPPSERGIG 

MVFQSYALYPHLSVAENMSFGLKL 

AGVKKAEIYQRVNQVAEVLQLAHLLDRRPKALSG 

GQRQRVAIGRTLVSEPDVFLLDEP 

LSNLDAALRVQMRIEISRLHKRLERTMIYVTHDQ 

VEAMTLADKIWL D AGN I AQ VGKP 

LELYHYPANRFVAGFIGSPKMNFLPVKVTAAEPR 

QVQIELPNHQRVWLPVEGDQVQVG 



ANMSLGIRPEHLLPSSASEVTLEGEIQWEQLGN 
ETQIHIQIPAI RQNLVYRQNDWL 
VEEGATFSIGLPPHRCHLFREDGTACKRLYQELG 
V" 

gene 46250.. 47689 /gene="lamB" 

/locus-tag="y0032" 

CDS 46250.. 47689 /gene="lamB" 

/locus-tag="y0 032" 
/function="transport of small 
molecules; carbohydrates, organic 
acids, alcohols" 

/note="def ective for phage lambda 
uptake; residues 83 to 475 of 479 
are 87.96 pet identical to 
residues 2 to 400 of 400 from 
GenPept : >gb | AAA70348 . 1 | (U16150) 
maltoporin [Yersinia 
enterocolitica] " 
/codon-start=l 
/transl-table=ll 
/product="maltose high-affinity 
receptor" 

/protein-id="AAM83627.1" 

/db-xref="GI: 21956690" 

/translation="MQHSPSVCHRIGVTSSVRMA 

LHVSGCTKNWASSYGDAWLQRMKA 

RMPTGKYNRRLLMITLRKLPIALAVAAGVLSTQA 

MAVDFHGYARSGIGWTASGGEQQC 

FQTTGAQSKYRLGNECETYAELKLGQELWKEGDK 

SFYLDTNVAYSVSQRDDWESTDPA 

FREANVQGKNLIESLPGSTIWAGKRFYQRHDVHM 

IDFYYWDISGPGAGLETIDLGFGK 

L S VAATRN SESGGSSAWI DNQRENAKYT I NN V Y D 

VRLAGLETNPGGSLELGVDYGRAD 

TQEGYSLAPNASKDGVMLTAEHTQSLMGGFNKFV 

VQYATDSMTSYNTGHSQGTSVNNN 

GHLLRVIDHGAINLAEKWDMMYVALYQDIDLDNN 

NGNT WY S VGVRPMYKWTP I MS T L L 

EAGYDNVKSQHTGERNGQYKLTLAQQWQAGDSIW 

SRPAIRVFATYANWDEKWGYSDTT 

GVAQDGTIGTNSRGKNNEVTFGAQFEAWW" 

gene 47912.. 48841 /gene="malM" 

/locus-tag="y0033" 

CDS 47912.. 48841 /gene="malM" 

/locus-tag="y0033" 

/ f unction="phenotype; degradation 

of small molecules; Carbon 

compounds" 

/note="residues 7 to 309 of 309 
are 51.80 pet identical to 
residues 3 to 306 of 306 from E. 

coli K12 : B4037; residues 7 to 
309 of 309 are 50.98 pet identical 
to residues 3 to 305 of 305 from 
GenPept : >gb | AAL23056 . 1 | 
(AE008898) periplasmic protein of 
mal regulon [Salmonella 
typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 

/product="periplasmic protein of 
mal regulon" 



/protein-id="AAM83628 . 1" 
/db-xref="GI: 21956692" 
/translation="MYEGITMKKNLLSLCLVLAL 
GGTAPLAVQAAST I SPANVS I APT 
ISTTTLQQLPWQPLVPPVTQDIQLTAGSPHISQG 
EVEGAVAAFALPADRGSLEVTLSS 
LLTDKQLFTPSVLVLDEQMRPAAYYPSSYFTYEK 
AGIMINDRLQGVMKLTPALGQKQI 
YLLVYTTRDDLKKTTQLLDPAKAYAQGVGNAVPD 
IPDPIVNHSPTGTLRIKVTSEQGM 
GNIMIGLIQSAPTSAPVWGSSIQPVAAPQSEPA 
KPAAPMLGETENYFNQAIKDAVKA 
GDVDKALKLLNEAEHLGSTSARKTFIGSVKGKG" 
gene complement ( 49078 .. 49236 /locus-tag="y0034" 

) 

CDS complement (49078. .49236 /locus-tag="y0034" 

) 

/note="residues 5 to 52 of 52 are 
34.00 pet identical to residues 
508 to 557 of 597 from GenPept : 
>gb|AAF30492.1 IAE002108-5 
(AE002108) DNA polymerase III 
gamma-tau subunits [Ureaplasma 
urealyticum] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83629 .1" 
/db-xref="GI: 21956693" 
/translation="MTKKVAIIGVVNLFIDVTHL 
CINKYCKSFSLCSQIIPIERKPNL NVILNKKE" 
gene 49240.. 49590 /locus-tag="y0035" 

CDS 49240.. 49590 /locus-tag="y0035" 

/note="residues 37 to 95 of 116 
are 39.39 pet identical to 
residues 12 to 74 of 476 from 
GenPept : >emb | CAC052 44 . 1 | 
(AL391604) DNAJ domain protein 
similar to human tetratricopeptide 
repeat protein and protein kinase 
inhibitors [Schizosaccharomyces 
pombe ] " 

/ codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83630 . 1" 
/db-xref="GI :2195669 4" 
/translation="MTLNMTGSSLWEKNPVGNF 
LKFAMNFPNLLLLFSDGTLIKQVE 
RELKTHLICNEFVKNKSKIVTVYITLGNDALLLI 
YYSNRVFYKKSYIKCGDIACMNYT 
VNEGYLTTEIILWR" 
gene complement ( 49742 .. 50260 /locus-tag="y0036" 

) 

CDS complement (49742. .50260 /locus-tag="y0036" 

) 

/note="residues 1 to 172 of 172 
are 80.23 pet identical to 
residues 1 to 172 of 172 from 
GenPept : 

>gb|AAG54535.1 IAE005199-5 
(AE005199) Z0266 gene product 



[Escherichia coli 0157:H7 EDL933]" 

/codon-start=l 

/transl-table=ll 

/product=" hemolysin co-regulated 
protein" 

/protein-id="AAM83631 . 1" 

/db-xref="GI: 2 1956695" 

/translation="MPTPAYISITGKTQGNITAG 

AF T AE S VGN I Y VQGHE DEML VQEF 

EHIVTVPTDPQSGQPSGQRAHKPLRFTVAYNKAV 

PLLYNALASGEMLPTVELKWYRTS 

lEGKQEHFFTTKLEDATIIDIDCKMPHCQDSTKA 

EFTQLVRVSLAYRKINWDHTTAGT 

SGADDWRAPIEA" 

gene 50781.. 51281 /locus-tag="y0037" 

CDS 50781.. 51281 /locus-tag="y0037" 

/note="residues 2 to 166 of 166 
are 62.65 pet identical to 
residues 1 to 166 of 166 from 
GenPept : 

>gb|AAG54533.1 IAE005199-3 
(AE005199) Z0264 gene product 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="AAM83632 .1" 
/db-xref="GI: 21956696" 
/translation="MMSKNKQSSVAPKERINIKY 
VPNTGDQVAEIELPLNLLWGDLK 
GVREET S I EERQWS VNKNNFNS VMNEAN I S L S F 
NVPNRLEGDGEEDMPVALSIKGLD 
DFSPDNVAKKVPELKKILELREALVALKGPLGNI 
PAFRSRLQDLLGNEDMREQLLKEL DILNQK" 
gene 51349.. 52830 /locus-tag="y0038" 

CDS 51349.. 52830 /locus-tag="y0038" 

/note="residues 20 to 492 of 493 
are 76.95 pet identical to 
residues 19 to 491 of 492 from 
GenPept : >gb | AAF96022 . 1 | 
(AE004353) conserved hypothetical 
protein [Vibrio cholerae] " 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83633 .1" 
/db-xref="GI: 21956697" 
/translation="MPLHEENTVLAAEPASATFL 
LDEIMSQTRMAPGNDGYDIAKQGV 
AAFISSILDTGTNEEPINKLLVDRMIIELDKKLS 
AQMDEILHANEFREIESSWRSLKL 
LVDRTDFRENIKINIMHATKEELLEDFEFSPEII 
QSGFYKHVYSSGYGQFGGEPTAAI 
IGNYAFNNSSPDMKLLQYVSAVGAMAHAPFLSSV 
APDFFGISSFTELPAIKDLKSVFE 
GPAHTKWRALRESEDSRYLGLTTPRFLLRLPYST 
VENPIKNFNYYEDVSRNHEHFLWG 
NTAFLLASCLTDSFAKYRWCPNIIGPQSGGTVHD 
LPVHLYEAMGQIQAKIPTEVLITD 
RREFELAEEGFITLTMRKGSDNAAFFSANSVQKP 
KVFPNTREGKMAETNYKLGTQLPY 



52837. .53277 
52837. .53277 



53277. .54503 
53277. .54503 



repeat-region complement ( 54361 



MFVINRLAHYIKVLQREQIGSWKERQDLERELNI 

WLKQYIADQENPPTDVRSRRPLRS 

AQIQVLDVEGDPGWYQVAMQVRPHFKYMGASFEL 

SLVGRLDKE" 

/locus-tag="y0039" 

/locus-tag="y0039" 

/note="residues 11 to 140 of 146 

are 35.87 pot identical to 

residues 8 to 134 of 137 from 

GenPept : 

>gb|AAG5453 0.1 IAE005198-11 
(AE005198) Z0261 gene product 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83634 . 1" 
/db-xref="GI: 21956698" 
/translation="MAALLNWDRGSSASLFDRIQ 
GKGAS S S SDGRLRELLNS IQKHLN 
EVLNSRPGACQSAVDLGVIDLNDATATSSDFRKS 
lEKAIKDCIENYEPRISAVTVQSL 
LNHGDPLQLSFHISARVNFDDMGDWEFNIQLDN 
NRRYCFNQET" 
/locus-tag="y0040" 
/locus-tag="y0 0 40" 
/note="residues 4 to 365 of 408 
are 49.58 pet identical to 
residues 5 to 367 of 616 from 
GenPept : 

>gb|AAG54529.1 IAE005198-10 
(AE005198) Z0260 gene product 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83635. 1" 
/db-xref="GI: 21956699" 
/translation="MSFEKYFRDELDYLRQLGRD 
AAIERPHLAAFLSEQGSDPDVERL 
LEGFAFLTGNLREKIDDQFPELTHGLLNMLWPNY 
LRPIPSMTIIEYTPDESWTEATL 
VKRGSQVMSIPIAQNGQRSAFINSNAHAGPQCTF 
TLCRDVWLFPMSIREISANSSNEQ 
GILSIHFAAKAELNLQDLQLDKLRFYLGEDNYTS 
TQLYFWINHYFERAELWNGITIP 
MPDFDFNPVGFERDDALLPYPKNAYMGYRILQEY 
FCFPEGFLFFDVNGWDFPPHLNA 
SEFSLNLYFSQALPPEVKVRSTTLRMNCTPAVNL 
FQHDSEAIDLDGTQTEYPLCVSYH 
NPDHYDIFSVDRVDSWLSEKGVPKGRGRALNPKT 
WTSALLLFYLSPVFCRTHSACFQA 
NALCIVIMDIFYNVTL" 
.54622 /note="insertion element; partial" 



/insertion-seq="IS1661" 
complement (54393 . .54650 /locus-tag="y0041" 



complement (54393. .54650 /locus-tag="y0041" 



/function="IS and transposon 
related functions" 



/note="IS1661 orfB; residues 5 to 

84 of 85 are 60.49 pet identical 

to residues 158 to 238 of 240 from 

GenPept : >emb | CAA635 47 . 1 | 

(X92970) orfB [Escherichia coli ] " 

/codon-start=l 

/transl-table=ll 

/product= "putative transposase" 

/protein-id="AAM83636 .1" 

/db-xref="GI: 21956 70 0" 

/translation="MDHFSSWDRIRQSMSRKGN 

CLDNAVMENFFSHLKAEMYHRKKY 

DSATVLKRDIVEYIHYYNTERISLKTGGMSPAEY 

RTQVEKQ" 

repeat-region complement ( 54623 .. 56576 /note="insertion element" 
) 

/insertion-seq="IS100" 
gene complement ( 54689 .. 55471 /locus-tag="y0042" 

) 

CDS complement(54689. .55471 /locus-tag="y0042" 

) 

/f unction=" IS and transposon 

related functions" 

/note="IS100; orfB; residues 1 to 

260 of 260 are 100.00 pet 

identical to residues 1 to 260 of 

260 from GenPept : >gb | AAC69770 . 1 | 

(AF074612) putative transposase 

[Yersinia pestis] " 

/ codon-start=l 

/transl-table=ll 

/product="putative transposase" 

/protein-id="AAM83637.1" 

/db-xref="GI: 2 1955701" 

/translation="MMMELQHQRLMALAGQLQLE 

SLISAAPALSQQAVDQEWSYMDFL 

EHLLHEEKLARHQRKQAMYTRMAAFPAVKTFEEY 

DFTFATGAPQKQLQSLRSLSFIER 

NENIVLLGPSGVGKTHLAIAMGYEAVRAGIKVRF 

TTAADLLLQLSTAQRQGRYKTTLQ 

RGVMAPRLLIIDEIGYLPFSQEEAKLFFQVIAKR 

YEKSAMILTSNLPFGQWDQTFAGD 

AAL T S AML DR I LHH S H WQ I KGE S YRLRQKRKAG 

VIAEANPE" 

gene complement ( 55468 .. 56490 /locus-tag="y0043" 

) 

CDS complement(55468. .56490 /locus-tag="y0043" 

) 

/f unction=" IS and transposon 
related functions" 
/note="IS100; orfA; residues 1 to 
340 of 340 are 100.00 pet 
identical to residues 1 to 340 of 
340 from GenPept : >gb | AAC13168 . 1 | 
(AF053947) putative transposase 
[Yersinia pestis]" 
/ codon-start=l 
/transl-table=ll 
/product="putative transposase" 
/protein-id="AAM83638 . 1" 
/db-xref="GI: 21956702" 
/translation="MVTFETVMEIKILHKQGMSS 



repeat-region 



RAIARELGISRNTVKRYLQAKSEP 

PKYTPRPAVASLLDEYRDYIRQRIADAHPYKIPA 

TVI ARE I RDQG YRGGMT I LRAF I R 

SLSVPQEQEPAVRFETEPGRQMQVDWGTMRNGRS 

PLHVFVAVLGYSRMLYIEFTDNMR 

YDTLETCHRMAFRFFGGVPREVLYDNMKTWLQR 

DAYQTGQHRFHPSLWQFGKEMGFS 

PRLCRPFRAQTKGKVERMVQYTRNSFYIPLMTRL 

RPMGITVDVETANRHGLRWLHDVA 

NQRKHETIQARPCDRWLEEQQSMLALPPEKKEYD 

VHLDENLVNFDKHPLHHPLSIYDS FCRGVA" 

56560. .56985 /locus-tag="y0044" 

56560. .56985 /locus-tag="y0044" 

/f unction=" IS and transposon 
related functions" 

/note="IS1541a; residues 6 to 141 
of 141 are 100.00 pet identical to 
residues 17 to 152 of 152 from 
GenPept : 

>gb|AAL27370 . 1|AF426171-1 

(AF426171) transposase [Yersinia 

pestis] " 

/ codon-start=l 

/transl-table=ll 

/product= "putative transposase" 

/protein-id="AAM83639 .1" 

/db-xref="GI: 21956703" 

/translation="MHRSLHIVFAPKYRRQVFYR 

EKRRAIGSILRKLCEWKNVNILEA 

EYCVDHIHMLLEIPPKMSVSGFMGYLKGKSSLML 

YEQFGDLKFKYRNREFWCRGYYVD 

TVGKNTARIQEYIKHQLEEDKMGEQLSIPYPGSP 

FTGRK" 

56575.. 57091 /note="insertion element; partial" 

/insertion-seq="IS1541a" 
complement (57193 . .57432 /locus-tag="y0045" 
) 

complement (57193 . .57432 /locus-tag="y0045" 
) 

/note="residues 1 to 79 of 79 are 
75.94 pet identical to residues 3 
to 81 of 81 from E. coli K12 : 
B3928; residues 1 to 79 of 79 are 
77.21 pet identical to residues 1 
to 79 of 79 from GenPept : 
>gb|AAL22928 . 1 I (AE008891) 
putative cytoplasmic protein 
[Salmonella typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="AAM83640 .1" 
/db-xref="GI: 21956704" 
/translation="MSFEVFEKLEVKVQQAIDTI 
TLLQMEIEELKEKNNTLTQEVQDA 
AGSREALVRENEQLKQEQHVWQDRLRALLGKMEE 
V" 

/gene="glpF " 
/locus-tag="y0046" 
/gene="glpF " 
/locus-tag="y0046" 

/f unction="transport ; transport of 



58060 . .58908 



58060. .58908 



gene 59085.. 60608 

CDS 59085. .60608 



small molecules; carbohydrates, 
organic acids, alcohols" 
/note="residues 1 to 282 of 282 
are 82.62 pet identical to 
residues 1 to 279 of 281 from E. 
coli K12 : B3927; residues 1 to 
282 of 282 are 82.62 pet identical 
to residues 1 to 279 of 281 from 
GenPept : 

>gb| AAG5912 0 . liAE005623-ll 
(AE005623) facilitated diffusion 
of glycerol [Escherichia coli 
0157:H7 EDL933] " 
/codon-start=l 
/transl-table=ll 

/product="f acilitator for glycerol 
uptake" 

/protein-id="AAM83641 .1" 

/db-xref="GI: 21956706" 

/translation="MSQTASSTLKGQCIAEFLGT 

GLLIFFGAGCVAALKLAGASFGQW 

E I S I I WGLGVAMAI YLTAAI SGAHLNPAVT I ALW 

LFACFERRKVLPYIVAQVAGAFCA 

AALVYGLYYSLFVDFEQTHQMVRGSTESLQLAGI 

FSTYPNPHISWQAFLVETVITAI 

LMCLILALTDDGNGIPRGPLAPLLIGILIAVIGA 

SMGPLTGFALNPARDLGPKAFSYL 

AGWGDIAFTGGRDIPYFLVPIFGPIVGALLGAFG 

YRALIGRHLPCDVCTLEDEESTTI TTERKA" 

/gene="glpK" 

/locus-tag="y0 0 47" 

/gene="glpK" 

/locus-tag="y0047" 

/function="enzyme; central 

intermediary metabolism: Pool, 

multipurpose conversions" 

/note="residues 7 to 507 of 507 

are 84.63 pet identical to 

residues 2 to 502 of 502 from E. 

coli K12 : B3926; residues 5 to 

507 of 507 are 84.49 pet identical 

to residues 7 to 509 of 509 from 

GenPept : 

>gb|AAG59119 .1|AE005623-10 
(AE005623) glycerol kinase 
[Escherichia coli 0157:H7 EDL933]" 

/ eodon-start=l 

/transl-table=ll 

/product="glycerol kinase" 

/protein-id="AAM83642 .1" 

/db-xref="GI: 21956707" 

/translation="MTTENTTQKKYIVALDQGTT 

SSRAWLDHNANIVSVSQREFTQI 

YPKAGWVEHDPMEIWATQSSTLIEVLAKAGINSD 

EIAGIGITNQRETTIVWDKVTGKP 

VYNAIVWQCRRTADICEKLKKEGLEEYIRHNTGL 

WDP YF S G T KVKW I L DN VE G ARE R 

AERGELLFGTVDTWLVWNMTQGRVHVTDYTNASR 

TMMFN I RTKEWDDRMLKALN I PRA 

MLPEVRPSSEIYGKTNIGGKGGTRIPIAGIAGDQ 

QAALFGQLCVQPGMAKNTYGTGCF 

LLMNTGEEAVQSTHGLLTTIACGPRGEVNYALEG 



AVFIGGASIQWLRDELKLIGDATD 

SEYFATKVKNSNGVYWPAFTGLGAPYWDPYARG 

AIFGLTRGVNSNHIIRATLESIAY 

QTRDVLDAMQADSGARLKSLRVDGGAVANNFLMQ 

FQADILGTRVERPAIRESTALGAA 

FLAGLATGFWDDLDEVKSKASIEREFRPGIETTE 

RDIRYKGWKKAVARARDWEEHDE" 

gene 60737.. 61855 /gene="glpX" 

/locus-tag="y0 0 48" 

CDS 60737.. 61855 /gene="glpX" 

/locus-tag="y0048" 

/f unction="phenotype; Not 

classified" 

/note="unknown function in 

glycerol metabolism; residues 37 

to 372 of 372 are 84.22 pet 

identical to residues 1 to 336 of 

336 from E. coli K12 : B3925; 

residues 37 to 372 of 372 are 

84.22 pet identical to residues 1 

to 336 of 336 from GenPept : 

>dbj IBAA09535.1 I (D55718) GlpX 

[Klebsiella aerogenes] " 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83643 .1" 

/db-xref="GI: 21956708" 

/translation="MRVKRVQLTPLRLQVRKVIE 

FLPIFSFSIPQSTGLTMKRELAIE 

FSRVTEAAALAGYKWLGRGDKNAADGAAVQAMRI 

MLNQVN I DGRI VI GEGE I DEAPML 

FIGEHVGTGQGDAVDIAVDPIEGTRMTAMGQANA 

LAVLAVGDQGTFLHAPDMYMEKLV 

VGPAAKGAIDLNLPLEQNLCNIATALNKPLADLT 

VITLAKPRHDGIIAAMQQLGVKVF 

AIPDGDVAAS I LTCMPESEVDVMYCIGGAPEGVI 

SAAVIRALDGDMQGRLLPRHQVKG 

DSEDNRRIGEQELLRCKSMGIEAGNVLQLGDMAR 

NDNVIFSATGITKGDLLEGIYRKG 

NMATTETLLIRGKSRTIRRIRSTHFLDRKDPALH 

EFLL" 

gene 62010.. 62756 /gene="fpr" 

/locus-tag="y0049" 

CDS 62010.. 62756 /gene="fpr" 

/locus-tag="y0 0 49" 
/function="enzyme; central 
intermediary metabolism: Pool, 
multipurpose conversions" 
/note="residues 1 to 248 of 248 
are 74.19 pet identical to 
residues 1 to 248 of 248 from E. 
coli K12 : B3924; residues 1 to 
248 of 248 are 77.01 pet identical 
to residues 1 to 248 of 248 from 
GenPept : >gb | AAL2292 4 . 1 | 
(AE008890) ferredoxin-NADP 
reductase [Salmonella typhimurium 
LT2] " 

/ codon-start=l 

/transl-table=ll 

/ product=" f erredoxin-NADP 



gene 
CDS 



reductase" 

/protein-id="AAM83644. 1" 
/db-xref="GI: 21956709" 
/translation="MAEWVSGKITHIEHWTDALF 
S LQVNAP VDPF T AGQF AKL AL DIN 
GERVQRAYSYVNAPSDHNLEFYLVTVPEGKLSPR 
LDQLSVGGEVMITKQAAGFFVLEE 
IPDCDTLWMLATGTAIGPYLSILQEGQDLERFKH 
LVLVHAARFAHDLSYLPLMQQLEQ 
RYNGKLR I QT WS REESPGSL T GRVP AL I ENG AL 
EAAVGLKIDAKDSHVMLCGNPQMV 
RDTQQLLKEQREMRKHLRRKPGHMTSEQYW" 
63597 /locus-tag="y0050" 



complement (63097 
) 

complement (63097. .63597 /locus-tag="y0050" 



63700. .64314 
63700. .64314 



gene 
CDS 



64443. .65210 



64443. .65210 



/note="residues 23 to 163 of 166 
are 66.66 pet identical to 
residues 1 to 141 of 146 from E. 
coli K12 : B3921" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83645. 1" 
/db-xref="GI: 21956710" 
/translation="MVSCDLEVHFAEIMLGKWIC 
SSMTIQQWCFSFKGRIGRREFWIW 
MGLWLLAMLVIFTLAGKEWLPIQSASFALVFLLW 
P T AAVWKRLH DRNKAGWWAL LAV 
L AWMLMAGNWQMLTP I WQWGVGRF I P T L I FVMMF 
IDCGAFLGTEGDNRFGPEAVPVKF FADKAK" 
/locus-tag="y0051" 
/locus-tag="y0 051" 
/note="residues 11 to 204 of 204 
are 56.18 pet identical to 
residues 10 to 193 of 199 from E. 
coli K12 : B3920; residues 10 to 
203 of 204 are 57.21 pet identical 
to residues 7 to 192 of 198 from 
GenPept : >gb | AAL22922 . 1 | 
(AE008890) putative periplasmic 
protein [Salmonella typhimurium 
LT2] " 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83646 .1" 

/db-xref="GI: 21956 711" 

/translation="MRIILLLAALLLITFMLITT 

INHAHADPTNDSSPPKEGAPPIAP 

YLLFNAPTFDLTLVKFRESYNRANPTLPINEFHA 

ITVKEDSPPLTRAASKINENLYAS 

TALEKGTGKIKTLQITYLPIKGNEEKTAKLLAIN 

YMAALMRQFEP T L S WQ S L ANVQK 

LLTEGKGSPFYAHTIGAIRYWADNGEKGLTFAV 

EPIKLSLSEA" 

/gene="tpiA" 

/locus-tag="y0052" 

/gene="tpiA" 

/locus-tag="y0052" 

/function="enzyme; energy 

metabolism, carbon: Glycolysis" 



/note="residues 1 to 255 of 255 
are 82.35 pet identical to 
residues 1 to 255 of 255 from E. 
coli K12 : B3919; residues 1 to 
255 of 255 are 84.70 pet identical 
to residues 1 to 255 of 255 from 
GenPept : >gb | AAD16183 . 1 | 
(AF098509) triose phosphate 
isomerase [Enterobacter cloacae] " 
/ codon-start=l 
/transl-table=ll 
/product="triosephosphate 
isomerase" 

/protein-id="AAM83647.1" 

/db-xref="GI: 21956712" 

/translation="MRHPLVMGNWKLNGSTHMVN 

ELIAGLRKELSTVDGCGVAIAPPA 

lYLNQAKHELAGSRIALGAQNVDVNLSGAFTGET 

S AEMLKD I GAQ Y III GHSERRT YH 

QE S DEL I AKKFGVLKE I GL I PVLC I GE SEAENEA 

GQTEAVCAKQLDAVLNTLGVKAFE 

GAVIAYEPIWAIGTGKSATPAQAQAVHKFIRDHI 

AKQDAAVAAQVIIQYGGSVNDKNA 

AELFTQPDIDGALVGGASLKADAFAVIVKAAAKA 

KKA" 

gene complement ( 65442 .. 66737 /locus-tag="y0053" 

) 

CDS complement(65442. .66737 /locus-tag="y0053" 

) 

/ function="regulator" 
/note="residues 28 to 405 of 431 

are 30.26 pet identical to 
residues 4 to 358 of 383 from 
GenPept : >emb | CAB87565 . 1 | 
(AJ27729b) FldY protein 
[Sphingomonas sp. LB126]" 
/codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="AAM83648 .1" 
/db-xref="GI: 21956713" 

/translation="MPKRQVLFKLKKLNKITRRN 

MQKKNDRN S I K I MQ I RAF GMT AE Q 

GAASLAALNLFRTQSAITRSIRDLEHTLAISLFE 

RH AKGML LTDLGNVILPRARSAME 

ELTRIPALLRRLQQRDDEGIEDLEPTWLFNERRL 

QIFLSLYRQQHALHVAQALDITQS 

AVSAALKVLEKGAGMYLFHRTPKGMLPTPAGHEI 

APCISRALNALHHIPEEITAHRGD 

LTGSVRVGALPLSRARLLPQAMIKLISRHPGIKI 

VINE S GF T AL I AE LRAGD I DF II G 

ALRNEKMLLDIHSEILFEEELILLARPNHPLSDR 

RVKNQELKD I QWVLPRNHAP S RHL 

LEVAFCKMGLASPQPWESGDPAWRALLLGSDM 

VAAVSSHQLDFEVSEGILIPLQVN 

LTGTRREIGLMTRQKALNSPATDALINCVREVIQ 

SSNDK" 

gene 66730.. 67551 /locus-tag="y0054" 

CDS 66730.. 67551 /locus-tag="y0054" 

/note="residues 34 to 272 of 273 
are 65.41 pet identical to 



residues 3 to 238 of 244 from 
GenPept : >emb | CAC463 43 . 1 | 
(AL591788) conserved hypothetical 
protein [Sinorhizobium meliloti] " 
/codon-start=l 
/transl-table=ll 
/'product = " hypothetical" 
/protein-id="AAM83649 .1" 
/db-xref="GI: 21956714" 
/translation="MGNKTHYFPLIKPCQNPRQL 
KQQKKEKDMAMIPQKTALWSAHS 
ADFVWRAGGAIALHVEQGYQVHIVCLSYGERGES 
AKLWRKGDMTEERVKASRHTEAQA 
AANVLGASIEFFDMGDYPLRADKESLFRLADVFR 
RIQPHFVLTHSLADPYNYDHPLAA 
NLAQEARIIAQAEGYRPGEAIIGAPPVYCFEPHQ 
PEQCGWKPDVLLDITSVWEKKYAA 
IQCMAGQEHLWEYYTRVALQRGVQAKRNIGIAST 
KTIIHGEGYQSLFPRVTEDLS" 
gene 67548.. 68261 /locus-tag="y0055" 

CDS 67548.. 68261 /locus-tag="y0055" 

/note="residues 6 to 229 of 237 
are 61.60 pet identical to 
residues 1 to 224 of 224 from 
GenPept : >emb I CAB87566 . 1 | 
(AJ277295) FldZ protein 
[Sphingomonas sp. LB126]" 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83650 .1" 
/db-xref="GI: 21956715" 
/translation="MSLVNMKGVWTNIERAELA 
LLQRFAEYGVATVHEAQLRQGLLD 
ERIKPIQQGRCI AGN AVT VL VT P GDNWMFHVAVE 
QCQPGDVLLVAPTSECHDGFFGDL 
LATSLLARGWALVGDIGIRDSQTLREMNFPVWS 
RAVWAQGTVKAS LGS VNVPVI GAG 
QLVNPGDIWADDDGWIVPREQATAIADAAQTR 
VDLETSKRQRLANGELGLDIYQMR 
APLAKKGLRYVNSLNALKS " 
gene 68327.. 69754 /locus-tag="y0056" 

CDS 68327.. 69754 /locus-tag="y0056" 

/note="residues 2 to 471 of 475 
are 52.20 pet identical to 
residues 3 to 471 of 477 from E. 
coli K12 : B0770; residues 2 to 
471 of 475 are 52.20 pet identical 
to residues 3 to 471 of 477 from 
GenPept : 

>gb|AAG55099.1 IAE005254-11 
(AE005254) putative membrane pump 
protein [Escherichia coli 0157:H7 
EDL933] " 
/ codon-start=l 
/transl-table=ll 

/product="putative membrane pump 
protein" 

/protein-id="AAM83651 .1" 
/db-xref="GI: 21956716" 
/translation="MKNKIWKLCILVMIPLVIWF 
IPPPEGLTELSWRLSGFYLAAICG 



LILKPFSEAWLLGWGFAGFFLNNTSQILVGYA 

TSTVWLVFAAFGISISFVKTGLGR 

RIAFHMIRFCGSTTLRLGYVTAFLEFVISPVTPS 

NTARSGGIVFPIILSWKALGSEP 

GDTAKKAGS YLMSNI YFVMKVS SFMF I TAMAPNL 

LAADFAAKI LG IHLDWGVWALAMV 

VPGLLLLLIVPAVGYYLDKPELKKVDNKKIADEG 

LAELGPITRNEKLLVGIFISALLG 

WALPSLLGQLFGITLKIDATAVAIMAMALCILLG 

VIKWDDVLQNKGAWNTLLWFGGI I 

GLASALSKEKVFDWLANLIQNNVDFGHNPFIALT 

I IGFLS I I IRYFFASASSYAIAML 

P VF L T VGKVAG ADPMAL AL VL AATN S YGGAL THY 

GGGSAPI IFGAGYNNVKQWWASGA 

VIATVCFIVTMTVGYVWWQFLGFVK" 

gene 69830.. 70648 /gene="modA" 

/locus-tag="y0057" 

CDS 69830.. 70648 /gene="modA" 

/locus-tag="y0057" 

/f unction="putative transport; 

transport of small molecules; 

Other" 

/note="residues 48 to 271 of 272 
are 55.55 pet identical to 
residues 5 to 229 of 230 from 
GenPept : >dbj | BAB21454 . 2 | 
(AB050935) ProX protein 
[Pseudomonas straminea] " 
/codon-start=l 
/transl-table=ll 
/product="molybdate-binding 
periplasmic protein precursor" 
/protein-id="AAM83652 .1" 
/db-xref="GI: 21956718" 
/translation="MACLLAQYNSGDILMKYSNV 
IVSGLCMSMVSLATAAPTEVPSDE 
PVTLRIISSMATRQFLTEVIAQFAQQSKYQVELE 
SVGGVDATKRVEAGEAFDWILSA 
NAIDKLIDSGKILPNSRIDLVKSGVAIAVKEGAQ 
IMDVSSEETVKQAVLAANTIAYST 
GPSGVYLTEVFEHWGIAEQIKDRIVKVPPGVPVG 
SLVAKGEVELGFLQLSELLHLKGI 
IILGPLPTDIQIMTHFSAGVPLKTNQQKAIKVLL 
DFLASPAATEAKIKNGMEPI " 
gene complement ( 70898 .. 71920 /gene="sbp" 

) 

/locus-tag="y0058" 
CDS complement (70898. .71920 /gene="sbp" 

) 

/locus-tag="y0058" 

/function="transport; transport of 
small molecules; anions" 
/note="residues 12 to 340 of 340 
are 83.58 pet identical to 
residues 1 to 329 of 329 from E. 
coli K12 : B3917" 
/ codon-start=l 
/transl-table=ll 
/product= "periplasmic 
sulf ate-binding protein of 
sulfate/thiosulfate ABC 
transporter" 



/protein-id="AAM83653 .1" 
/db-xref="GI: 21956719" 
/translation="MITIIFLRSGSMRKWGVGLS 
LLVLASGAMAKDIQLLNVSYDPTR 
EFYQEYNQAFSKYWQQQTGDKVTVRQSHGGSGKQ 
ATSVINGIEADWTLALAYDVDAI 
AERGR I DKNW IKRLPDNSAPYTSTIVF L VRKGNP 
KQIHDWSDLVKPGTSVITPNPKTS 
GGARWNYLAAWGYALEHNNNDQAKAQEFVNALYK 
NVEVLDSGARGATNTFVERGIGDV 
L I AWENE AL L AVNE VGNGQF DIVTPSVSI L AE P T 
VSWDKWDKRGTRDVADAYLKYL 
YSPEGQTIAAKNYYRPRDPWAAKFAKEFPQLKL 
FTIDEVFGGWTQAQKTHFATGGVF DEISKR" 
gene complement ( 72108 .. 73091 /gene="pfkA" 

) 

/locus-tag="y0059" 
CDS complement (72108. .73091 /gene="pfkA" 

) 

/locus-tag="y0 059" 
/function="enzyme; energy 
metabolism, carbon: Glycolysis" 
/note="residues 1 to 327 of 327 
are 77.06 pet identical to 
residues 1 to 320 of 320 from E. 
coli K12 : B3916; residues 1 to 
327 of 327 are 79.20 pot identical 
to residues 1 to 320 of 320 from 
GenPept : >gb | AAD16179 . 1 | 
(AF098509) phosphofructokinase 
[Enterobacter cloacae] " 
/codon-start=l 
/transl-table=ll 

/product=" 6 -phosphofructokinase I" 

/protein-id="AAM836b4 . 1" 

/db-xref="GI :21956 72 0" 

/translation="MVKKIGVLTSGGDAPGMNAA 

IRGWRAALSAGLDVFGIEDGYLG 

LYENRMKKLDRYSVSDMINRGGTFLGSARFPEFR 

DPEVRKVALKNMHERGIDGLWIG 

GDGSYAGADLLTKEGGIHCVGLPGTIDNDVAGTD 

YT IGFFTALETWEAI DRLRDT S S 

SHQRISIVEVMGRYCGDLTLAAAIAGGCEFIAIP 

EVEFKRDDLVAE I KAG I AKGKKHA 

IVAITEKLDDIDSLAKYIEKETGRETRGTVLGHI 

QRGGAPVAYDRILASRMGAYAVDL 

LLQDHDYKKGGFCVGVQNEKMVHELISVCIAPEN 

KKSKFKEDWYDTAKKLF " 

gene complement ( 73309 .. 74211 /locus-tag="y0060" 

) 

CDS complement (73309. .74211 /locus-tag="y0060" 

) 

/f unction="putative transport" 
/note="residues 1 to 293 of 300 
are 78.49 pet identical to 
residues 1 to 293 of 300 from E. 
coli K12 : B3915; residues 1 to 
293 of 300 are 79.86 pet identical 
to residues 1 to 293 of 300 from 
GenPept : >gb | AAL22901 . 1 | 
(AE008889) putative CDF family 
transport protein [Salmonella 



typhimurium LT2]" 

/codon-start=l 

/transl-table=ll 

/product="putative efflux permease 
protein" 

/protein-id="AAM83655. 1" 

/db-xref="GI :21956721" 

/translation="MDPQYARWVKAAALSATALA 

SILLIIKIFAWWHTGSVSLLAALV 

DSLVDLAASLTNLFWRYSLQPADEEHTFGHGKA 

ESLAALAQSMFISGSALFLFLTGF 

RHLASPEPLQDPSIGIGVTLVALFSTLILVTFQR 

WWRKTHSQAIRADMLHYQSDVLM 

NGAI L I ALAL S WYGFRRADALFALG I GVY I L Y S A 

LRMGYEAVQSLLDRALPDDERQQI 

IDIVTSWPGVIGAHDLRTRRSGQTRFIQLHLEME 

DMMP LME AH VL AE Q VE H AL L YRF P 

GADVL I HQDPC S WPKERHAHWEL " 

74583. .74705 /locus-tag="y0061" 

74583. .74705 /locus-tag="y0061" 

/f unction=" IS and transposon 
related functions" 

/note="unidentif led IS; residues 2 
to 37 of 40 are 47.22 pet 
identical to residues 89 to 124 of 
253 from GenPept : 
>emb|CAC353 48.1 I (AJ277063) 
putative transposase [Vibrio 
salmonicida] " 
/ codon-start=l 
/transl-table=ll 
/product="putative transposase" 
/protein-id="AAM83656 .1" 
/db-xref="GI: 21956722" 
/translation="MIFIDDNIIRTHQHGTGAVS 
E S DE S I KKHRG VTRQKL I S R " 

complement (74773. .75732 /locus-tag="y0062" 

) 

complement (74773. .75732 /locus-tag="y0062" 
) 

/note="residues 15 to 314 of 319 
are 56.00 pet identical to 
residues 4 to 287 of 292 from E. 
coli K12 : B3411; residues 16 to 
319 of 319 are 62.01 pet identical 
to residues 6 to 313 of 313 from 
GenPept : >gb | AAL23539 . 1 | 
(AE006471) putative cytoplasmic 
protein [Salmonella typhimurium 
LT2] " 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83657 . 1" 

/db-xref="GI :21956 723" 

/translation="MIAQEDAHDYHRPMKTTPTP 

HDALFKNFMTQPATACDLLEFHLP 

PELRQLCDLSTLRLESGSFIENNLRACYSDVLYS 

LKTTVGDGYVYALIEHQSSPDKHM 

AFRLMRYAIAAMQSHLEAGYDKLPLVIPILFYHG 

MVTPYPYPMSWLHAFNQPELAGQL 

YCGNFPLVDVTVIPDHEIMTHRRIALLELLQKHI 



gene 
CDS 



complement {15111 . 
) 

complement ( 15111 . 



75932. .76039 
75932. .76039 



76049. .76252 
76049. .76252 



gene 
CDS 



complement (76410 
) 

complement (76410 



RQRDLSELLDQLVILIASGYTTED 
QLKSAINYIIQVGETAEPEVFIRSLAHRLPEHEE 
SLMTIAQKLEQKGEARGIVKGRVE 
GRVEGAQETALKIARTMLANGLDRATVMKMTGLS 
EEELTQIHH" 
.75953 /locus-tag="y0063" 

.75953 /locus-tag="y0063" 

/ codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83658 .1" 
/db-xref="GI: 21956724" 
/translation="MPSLLASTLQISPLYECINV 
LTDAVTINNQETDIQQLVACKHYR 
VALMRTHAAPKSPQ" 
/locus-tag="y0064" 
/locus-tag="y0064" 
/note="residues 1 to 33 of 35 are 
51.51 pet identical to residues 
230 to 262 of 326 from GenPept : 
>emb|CAB54522.1 I (AJ245959) Int 
protein [Bacteriophage WPhi] " 
/codon-start=l 
/transl-table=ll 
/product= "hypothetical" 
/protein-id="AAM83659 .1" 
/db-xref="GI: 21956725" 
/translation="MKQEVKANASGKLFNMDYGK 
FGETQRNVKPDLPHG" 
/locus-tag="y0065" 
/locus-tag="y0 065" 
/note="residues 1 to 56 of 57 are 
80.35 pet identical to residues 
269 to 324 of 326 from GenPept : 
>emb I CAB54522.il (AJ245959) Int 
protein [Bacteriophage WPhi] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83660 . 1" 
/db-xref="GI: 21956 726" 
/translation="MLRHTCASHFMMNSRNIIAL 
QQILRHANIQPTMAYAHLAPDYLQ 
NTVILTPLKGGLAAETRPQSVHT" 
.76898 /locus-tag="y0066" 

.76898 /locus-tag="y0066" 

/note="residues 51 to 162 of 162 
are 62.50 pet identical to 
residues 1 to 112 of 122 from E. 
coli K12 : B3914; residues 1 to 
162 of 162 are 52.46 pet identical 
to residues 1 to 156 of 166 from 
GenPept : >gb | AAL22900 . 1 | 
(AE008889) periplasmic repressor 
of cpx regulon by interaction with 
CpxA, rescue from transitory 
stresses [Salmonella typhimurium 
LT2] " 



/codon-start=l 
/transl-table=ll 

/product="putative solute-binding 
periplasmic protein of ABC 
transpoter" 

/protein-id="AAM83661 . 1" 
/db-xref="GI:21956 72 7" 
/translation="MRKVTTLVMASMFVLGSSAA 
FAADNTKVTEGYHGDGKMMMNKKG 
DRGHHNMFDGINLTEQQRQQMRDLMRQSHQSQPR 
LDLEDREAMHKLITADKFDEAAVR 
AQAEKMSQNQIERHVEMAKVRNQMYNLLTPEQKE 
ALNKKHQERIEKLQQKPAAQPSSA QK" 

gene 77048.. 77770 /gene="cpxR" 

/locus-tag="y0067" 

CDS 77048.. 77770 /gene="cpxR" 

/locus-tag="y0 06 7" 

/function="putative regulator" 

/note="residues 9 to 238 of 240 

are 90.43 pet identical to 

residues 1 to 230 of 232 from E. 

coli K12 : B3912" 

/ codon-start=l 

/transl-table=ll 

/product=" transcriptional 

regulator in 2-component system" 

/protein-id="AAM83662 .1" 

/db-xref="GI: 21956728" 

/translation="MRQRGEITMHKILLVDDDRE 

LTSLLKELLEMEGFNVWAYDGEQ 

ALSQLDSSIDLLLLDIMMPRKNGIETLKELRQHH 

QTPVIMLTARGSELDRVLGLELGA 

DDYLAKPFNDRELVARIRAILRRSNWSEQQQNAE 

QGAPTLEVDCLQLNPGRQEASFEG 

QPLELTGTEFTLLYLLAQHLGQWSREHLSQEVL 

GKRLTPFDRAIDMHISNLRRKLPD 

RKDGLPWFKTLRGRGYLMVSET" 

gene 77767.. 79143 /gene="cpxA" 

/locus-tag="y0 069" 

CDS 77767.. 79143 /gene="cpxA" 

/locus-tag="y0 069" 

/f unction="putative regulator; 

global regulatory functions" 

/note="acting on arcA; residues 1 

to 454 of 458 are 80.83 pet 

identical to residues 1 to 454 of 

457 from E. coli K12 : B3911" 

/codon-start=l 

/transl-table=ll 

/product="probable sensor protein, 

histidine protein kinase" 

/protein-id="AAM83663 .1" 

/db-xref="GI:21956 729" 

/translation="MINSLTTRIFAIFWFTLALV 

LMLVLMVPKLDSRQLTVLLDSEQR 

QGTMLEQHIEAELANDPANDLMWWRRLHRAIEKW 

APPGQHLILVTSEGRIIGVQRQEV 

QMVRNF I GQS DNADQPKKKKYGRVEMVGPF S I RD 

GEDNYQLYLIRPANSPQSDFINLM 

FDRPLLLLIATMLISAPLLLWLAWSLAKPARKLK 

NAADDVARGNLKQHPELESGPQEF 

LATGASFNQMISSLDRMWAQQRLISDISHELRT 



PLTRLQLATALMRRRHGEGKELER 

lEMEAQRLDSMINDLLVLSRSQHKNELHREPIKA 

DELWSDVLENAQFEAEQMGKTLW 

TAPPGPWPLFCNPAALDSALENIVRNALRYSHHH 

I AVAF S I DNQGVT 1 1 VDDDGPGVS 

PEDREQIFRPFYRTDEARDRASGGTGLGLAIVET 

AVSQHRGWVKAEDSPLGGLRLIVW LPLHPLKS" 

complement (78938. .79090 /locus-tag="y0068" 

) 

complement (78938. .79090 /locus-tag="y0068" 
) 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83664.1" 

/db-xref="GI : 21956 73 0" 

/translation="MGYLRLLPTLDADSPRFQQL 

PGPILFLPTPDLGLHLYDKMAGIF VHGPLG" 

complement (79192. .80256 /gene="ada" 

) 

/locus-tag="y0070" 
complement (79192. .80256 /gene="ada" 
) 

/locus-tag="y0070" 
/function="enzyme; DNA - 
replication, repair, 
restrict ion /modification" 
/note="residues 6 to 350 of 354 
are 52.75 pet identical to 
residues 10 to 353 of 354 from E. 
coli K12 : B2213; residues 6 to 
345 of 354 are 65.58 pet identical 
to residues 18 to 357 of 360 from 
GenPept : >emb | CAD162 77 . 1 | 
(AL646070) probable ADA regulatory 
of adaptative response contains: 
methylated- DNA — protein-cysteine 
methyltransf erase EC 2.1.1.63 
0-6-methylguanine-DNA 
transcription regulator [Ralstonia 
solanacearum] " 
/codon-start=l 
/transl-table=ll 
/product="06-methylguanine-DNA 
methyltransf erase; transcription 
activator /repressor " 
/protein-id="AAM83665 . 1" 
/db-xref="GI: 21956731" 
/translation="MNNVKDPRWAAIINRDKTAD 
GQFVYAVKTTGIYCRPSCPSRRAK 
AENIEFFIDNTAAEQAGYRPCKRCQPTQLSRAQQ 
QVEKISQACRLIELAETPPKLNEL 
AAQLGLSTFYFHRLFKAITGLTPKGYANATRSER 
IRAQLSHGGSVTDAIFEAGYNSSS 
RFYAQSQQLLGMTPTRYRKGGCDARLHFAVGESS 
LGAILVAKSELGVCAILLGDDPVR 
L VQQLQDKF P Q AN L VGG D AE F E Q WVAQ WGC VE A 
PKLGLNLPLDIRGTAFQQRVWQAL 
RE I P I GE T AS Y AD I AS R I G S P T AVRAVAGAC AAN 
ILAVAIPCHRVIRQDGALSGYRWG 
VERKRLLLEREGVEKEAEDH" 
80349. .80933 /locus-tag="y0071" 



80349. .80933 /locus-tag="y0071" 

/note="residues 33 to 194 of 194 
are 80.24 pet identical to 
residues 1 to 157 of 157 from E. 
coli K12 : B3606" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83666 .1" 

/db-xref="GI:21956733" 

/translation="MLLNFCFTPPLLATAALNKG 

FWYPAPLIIGGHMLNIVLFEPEIP 

PNTGNIIRLCANTGCQLHLIKPLGFTWDDKRLRR 

AGLDYHEFADIKHHHDYQAFLDSE 

KLDSTQPARLFALTTKGTPAHSAVSYQANDYLLF 

GPETRGLPAYILDALPAQQKIRIP 

MQADSRSMNLSNAVSVWYEAWRQLGYPGALLKE 

complement (81056. .81880 /gene="cysE" 
) 

/locus-tag="y0072" 
complement (81056. .81880 /gene="cysE" 
) 

/locus-tag="y0072" 

/function="enzyme; amino acid 

biosynthesis: Cysteine" 

/note="residues 2 to 274 of 274 

are 86.08 pet identical to 

residues 1 to 273 of 273 from E. 

coli K12 : B3607" 

/ codon-start=l 

/transl-table=ll 

/product=" serine 

acetyltransf erase" 

/protein-id="AAM83667. 1" 

/db-xref="GI :21956 73 4" 

/translation="MMSSEELEQVWSNIKSEARA 

LAECEPMLASFFHATLLKHENLGS 

AL S Y I LANKLANP IMPAI AI REWEEAYRS DAHM 

IVSAARDILAVRLRDPAVDKYSTP 

LLYLKGFHALQAYRIGHWLWAQDRKALAIYLQNQ 

VS VAFGVD I HP AAT I GCG I ML DH A 

TGIVIGETAWENDVSILQSVTLGGTGKTSGDRH 

PKIREGVMIGAGAKILGNIEVGRG 

AKIGAGSWLQSVPAHTTAAGVPARIVGKPESDK 

P S LDMDQHFNG S I QGFE YGDG I " 

complement (82143. .83162 /gene="gpsA" 

) 

/locus-tag="y0073" 
complement (82143. .83162 /gene="gpsA" 
) 

/locus-tag="y0073" 
/function="enzyme; energy 
metabolism, carbon: Aerobic 
respiration" 

/note="residues 1 to 336 of 339 
are 84.52 pet identical to 
residues 1 to 336 of 339 from E. 
coli K12 : B3608" 
/ codon-start=l 
/transl-table=ll 
/product="glycerol-3 -phosphate 



gene complement ( 83162 

) 

CDS complement (83162 

) 



gene complement ( 83726 

) 

CDS complement (83726 

) 



dehydrogenase (NAD+) " 
/protein-id="AAM83668 . 1" 
/db-xref="GI: 21956735" 
/translation="MNTNPASMAVIGAGSYGTAL 
AITLARNGHQWLWGHDPKHIQQL 
QQDRCNRAFLPDAAFPDTLRLETDLACALAASRD 
VLVWPSHVFGAVLHQLKPHLRKD 
ARIVWATKGLEAETGRLLQDVAREVLGEAIPLAV 
ISGPTFAKELAAGLPTAIALASTD 
VQFSEDLQQLLHCGKSFRVYSNPDFIGVQLGGAV 
KNVIAIGAGMSDGIGFGANARTAL 
ITRGLAEMTRLGTALGADPSTFMGMAGLGDLVLT 
CTDNQSRNRRFGIMLGQGLGVKEA 
QDNIGQWEGYRNTKEVLALAQRHGVEMPITEQI 
YQVLYCHKNAREAALTLLGRTKKD EKIGI" 
83638 /gene="secB" 

/locus-tag="Y00 74" 
83638 /gene="secB" 

/locus-tag="y0074" 
/function="transport; protein, 
peptide secretion" 
/note="may bind to signel 
sequence; residues 1 to 158 of 158 
are 91.13 pet identical to 
residues 1 to 155 of 155 from E. 
coli K12 : B3609" 
/codon-start=l 
/transl-table=ll 
/product="protein export; 
molecular chaperone" 
/protein-id="AAM83669 .1" 
/db-xref="GI: 2 1955736" 
/translation="MSEQNNTEMAFQIQRIYTKD 
ISFEAPNAPQVFQQDWQPEVKLDL 
DTASSQLAEDVYEWLRVTVTASLGEETAFLCEV 
QQGG I F S VAG I EGTQLAHCLGAYC 
PN I LFP YARECITSLVSRGTFPQLNLAPVNFDAL 
FMNYLQQQAEGEVEGVEQRQDA" 
83974 /gene="grxC" 

/locus-tag="y0075" 
83974 /gene="grxC" 

/locus-tag="y0 0 75" 

/function="enzyme; biosynthesis of 
cof actors, carriers: Thioredoxin, 
glutaredoxin, glutathione" 
/note="residues 1 to 82 of 82 are 
78.04 pet identical to residues 1 
to 82 of 83 from E. coli K12 : 
B3610; residues 1 to 82 of 82 are 
85.36 pet identical to residues 1 
to 82 of 83 from GenPept : 
>gb|AAL22561 . 1 I (AE008872) 
glutaredoxin 3 [Salmonella 
typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/product="glutaredoxin 3" 
/protein-id="AAM83670 .1" 



/db-xref="GI: 2195673 7" 

/translation="MAKIEMYTKATCPFCHRAKA 

LLNAKGAAFHEIAIDNDPAKREEM 

lARSGRTTVPQIFIDGQHIGGCDDLHALDARGGL 

DPLL" 

gene complement ( 84093 .. 84527 /locus-tag="y0076" 

) 

CDS complement (84093. .84527 /locus-tag="y0076" 

) 

/note="residues 2 to 144 of 144 

are 65.73 pet identical to 

residues 1 to 143 of 143 from E. 

coli K12 : B3611; residues 2 to 

144 of 144 are 67.83 pet identical 

to residues 1 to 143 of 143 from 

GenPept : >gb | AAL22562 . 1 | 

(AE008872) putative 

Rhodanese-r elated 

sulfurtransf erases [Salmonella 

typhimurium LT2]" 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83671 .1" 

/db-xref="GI: 2195673 8" 

/translation="MLQEIMQFISQHPILSLAWV 

LLFGAWFTSFKNSLSKVKEVTRG 

EATRLINKEDAWVDIRTREDYRKGHIANSINLI 

PSDIKNGNLGELEKHKTQPIIWC 

AMGTTSRASADMLSKAGFERVFTLKEGISGWSGE 

NLPLARGK" 

gene 84924.. 86471 /locus-tag="y0077" 

CDS 84924.. 86471 /locus-tag="y0077" 

/note="residues 1 to 515 of 515 
are 83.30 pet identical to 
residues 1 to 514 of 514 from E. 
coli K12 : B3612; residues 1 to 
515 of 515 are 83.88 pet identical 
to residues 1 to 514 of 514 from 
GenPept : >gb | AAL22563 . 1 | 
(AE008872) phosphoglyceromutase 
[Salmonella typhimurium LT2]" 
/ eodon-start=l 
/transl-table=ll 
/produet= "putative 

2 , 3-bisphosphoglyeerate-independen 

t phosphoglyeerate mutase" 

/protein-id="AAM83672 .1" 

/db-xref="GI: 21956739" 

/translation="MSSTKKPLVLTILDGYGHRE 

EQQDNAI LNAKTPVMDVLWQQQPH 

TLIAASGLDVGLPDGQMGNSEVGHVNLGAGRIVY 

QDLTRLDKEIKEGDFFTNPTLTAA 

VDNAVKTGKAVH I MGL L S AGGVH S HEDH IMAMVE 

LAAKRGATAIYLHAFLDGRDTPPR 

SAESSLKRFTAKFAELGNGRIASIIGRYYAMDRD 

NRWDRVQLAYDLLTQAKGEFTADN 

AVAGLQAAYARGENDEFVKPTVIQATGEADAAMN 

EGDTLIFMNFRADRARQITRTFVN 

AEFDGFKRDKWNFGDFIMLTEYAADIKVACAYP 

PASLTNTFGEWLMKHDKTQLRISE 

TEKYAHVTFFYNGGVEEPFKGEDRILINSPKVAT 



YDLQPEMSSAELTEKLVSAIGSGK 
YDVIICNYPNGDMVGHTGDYDAAVKAVETLDNCI 
EQWAAVKAADGQLL I TADHGNAE 
QMRDPATGQAHTAHT S LPVPL I YVGNKAVKAVEG 
GKLSDIAPTMLSLMEMEIPQEMTG KPLFIVE" 
gene 86481.. 87851 /locus-tag="y0078" 

CDS 86481.. 87851 /locus-tag="y0078" 

/f unction="putative membrane" 
/note="residues 39 to 456 of 456 
are 63.39 pet identical to 
residues 24 to 427 of 427 from E. 
coli K12 : B3613; residues 40 to 
456 of 456 are 65.70 pet identical 
to residues 25 to 427 of 427 from 
GenPept : >gb | AAL2256 4 . 1 | 
(AE008872) paral putative membrane 
protein [Salmonella typhimurium 
LT2] " 

/codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="AAM83673 .1" 
/db-xref="GI: 21956740" 
/translation="MKDRELLAKSITTKDAVSDG 
RESPSLLSDKLSRLPWSTLYASVF 
CAGVLLLPFSGQAVEPPVAAKASENKNQLKTLQQ 
DIAEKEKSVQQQKKQRSSLLDQLK 
QQENTISQTSRSLRETQATLAELSKDIASLTTSI 
EKLQNQQSQQQSILSKQLAAAFKQ 
GKHSSLQLILSGEESQRSERILAYFSYLNEARQK 
AIEELKQTRTTLSAEKKMLEQKQN 
QHKALLDEQKAQQQKLEQARIARQKTLTSLEASL 
EKDQQSLAELKLNESRLRDQIAKA 
EREAKARAEREAKEAARVREQVKVKEQQAKKTGS 
SYKPSESERSLMARTGGLGRPGGQ 
ALWPVRGNVSHRFGEPLQGELRWKGMVITAPEGS 
EVKAIADGRVLLADWLQGYGLVW 
lEHGKGDMSLYGYNQSALVNVGAQVKAGQPIALV 
GTSGGQGEPSLYFEIRRQGQAVNP QPWLGR" 
gene 87875.. 88809 /locus-tag="y0079" 

/note="disrupted by frameshift" 
/pseudo 

gene complement ( 88947 .. 89972 /gene="tdh" 

) 

/locus-tag="y0080" 
CDS complement (88947. .89972 /gene="tdh" 

) 

/locus-tag="y0080" 
/function="enzyme; degradation of 
small molecules; amino acids" 
/note="residues 1 to 341 of 341 
are 92.08 pet identical to 
residues 1 to 341 of 341 from E. 
coli K12 : B3616" 
/codon-start=l 
/transl-table=ll 

/product=" threonine dehydrogenase" 
/protein-id="AAM83674. 1" 
/db-xref="GI: 21956741" 
/translation="MKALSKLKAEEGIWMTDVPQ 
PELGHNDIMIKIRKTAICGTDVHI 



YNWDEWSQKT I PVPMWGHE YVGEWAI GQEVKG 
FNIGDRVSGEGHITCGHCRNCRGG 
RTHLCRNTVGVGVNRPGSFAEYLVIPAFNAFKIP 
DN I S DELAAI F DPFGNAVHTAL SF 
DLVGEDVLVSGAGPIGI MAAAVC KH VG ARH W I A 
DVNEYRLDLARKMGVTRAVNVSKE 
NLNDVMTELGMTEGFDVGLEMSGAPPAFRSLLNS 
MNHGGRI AMLG I PP S DMS I DWNQV 
IFKGLFIKGIYGREMFETWYKMAALIQSGLDLTP 
IITHRFPIDEFQQGFDAMRSGKSG KWLSWD" 
gene complement ( 89982 .. 91223 /gene="kbl" 

) 

/locus-tag="y0081" 
CDS complement (89982. .91223 /gene="kbl" 

) 

/locus-tag="y0081" 
/function=" enzyme; central 
intermediary metabolism: Pool, 
multipurpose conversions" 
/note="residues 20 to 413 of 413 
are 84.77 pet identical to 
residues 5 to 398 of 398 from E. 
coli K12 : B3617" 
/codon-start=l 
/transl-table=ll 

/product="2-amino-3-ketobutyrate 

CoA ligase (glycine 

acetyltransf erase) " 

/protein-id="AAM83675.1" 

/db-xref="GI: 21956742" 

/translation="MQLPILEITEMSLPCNKHPF 

YQQLEQQLDTTRTEGLYKNERVIT 

SAQQANIAVADGSRVINFCANNYLGLANHPKLIA 

AAKAGMDSHGFGMASVRFICGTQD 

IHKELEHKLASFLGMEDAILYSSCFDANGGLFET 

LLGPEDAI I SDALNHAS I I DGVRL 

CKAKRYRYANN DMT E L E AQ L KQ AKAEGARH I M I A 

TDGVFSMDGVIANLKRVCDLADEY 

QALVMVDDSHAVGVIGANGRGTHEYCEVMDRVDI 

ITGTLGKALGGASGGYTAGRKELV 

EWLRQRSRPYLFSNSLAPAIVAASIEVLSLLEEG 

GALRDRLWANARLFREKMSAAGFT 

LAGADHAIIPVMLGEAKLAQDFANALLKEGIYVT 

GFFFPWPKGQARIRTQMSAGHTT 

EQVERAIEAFVRIGKQLNVIA" 

gene 91394.. 92371 /gene="rfaD" 

/locus-tag="y0083" 

CDS 91394.. 92371 /gene="rfaD" 

/locus-tag="y0083" 
/function="enzyme; surface 
polysaccharides and antigens" 
/note="residues 16 to 323 of 325 
are 83.11 pet identical to 
residues 1 to 308 of 310 from E. 
coli K12 : B3619" 
/codon-start=l 
/transl-table=ll 

/product="ADP-L-glycero-D-mannohep 
tose-6-epimerase" 
/protein-id="AAM83676 .1" 
/db-xref="GI:21956744" 
/translation="MGCGTQPRKLARVNTMIIVT 



GGAGF I GSN I VKALNN I G YKD I L V 

VDNLKDGTKFVNLVDLDIADYMDKEDFVASIVAG 

DDMGDIDAIFHEGACSSTTEWDGK 

YMMDNNYQYSKDILHFCLDRSIPFLYASSAATYG 

GRTDNFIEDRQYEQPLNVYGYSKF 

LFDQYVREILPQADSQICGFRYFNVYGPREGHKG 

SMASVAFHLNNQINAGERPKLFAG 

SENFKRDFIYVGDVADVNLWFWQNGVSGIFNCGT 

GRAESFQAVADAWDYHQSGPVEY 

lEFPEKLKGRYQAYTQADLTKLRAAGYGKPFKTV 

AEGVKEYLAWLNRSV" 

gene 92016.. 92243 /locus-tag="y0082" 

CDS 92016.. 92243 /locus-tag="y0082" 

/note="residues 5 to 33 of 75 are 
48.27 pet identical to residues 94 
to 122 of 182 from GenPept : 
>dbj IBAA11839.1 I (D83187) delta 
9-fatty acid desaturase [Yarrowia 
lipolytica] " 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83677.1" 
/db-xref="GI: 21956745" 
/translation="MQVKGLSYSRVAKTLNVISF 
MWVML L T L I CG S GKT AYP VF S T AV 
LAGQSLSRLSLMQWWIITKVGQSNTSSSLKN" 

gene 92390.. 93466 /gene="rfaF" 

/locus-tag="y0084" 

CDS 92390.. 93466 /gene="rfaF" 

/locus-tag="y0 0 8 4" 
/function="putative enzyme; 
macromolecule metabolism: 
Lipopolysaccharide" 
/note="lipopolysaccharide core 
biosynthesis; residues 5 to 351 of 
358 are 73.77 pet identical to 
residues 1 to 347 of 348 from E. 
coli K12 : B3620; residues 5 to 
351 of 358 are 78.38 pet identical 
to residues 1 to 347 of 348 from 
GenPept : >gb | AAL23754 . 1 | (U52844) 
heptosyltransf erase II WaaF 
[Serratia marcescens] " 
/codon-start=l 
/transl-table=ll 
/product="ADP-heptose — Ips 
heptosyltransf erase II" 
/protein-id="AAM83678 .1" 
/db-xref="GI: 21956746" 
/translation="MINGMKILVIGPSWVGDMMM 
S Q S L YRT LKAE YP AAD I DVMAP AW 
CRPLLARMPEVRHAIPMPLGHGAFAFEERRRLGL 
ALRETEYDRAYVLPNSFKSALIPY 
FSGIKRRIGWRGEMRYFLLNDLRILDKQAFPMMV 
QRYVALAYDKERIRSAADLPQPLL 
WPQLQVRDEEIAETTASFNLTDNRPIIGFCPGAE 
FGPAKRWPHYH YATLAQKL I DDGY 
QVILFGSAKDNEAGEDIRQALSDTDREYCLNLAG 
QTSLEQAWLIAACSAWSNDSGL 
MHVAAALNKPLVALYGPSSPDFTPPLSEKATVIR 
L I TGYHKVRKGDSAQGYHQSL I DI 



QPEHVMAALEKQLATQECSVKGGD" 

gene 93442.. 94431 /gene="rfaC" 

/locus-tag="y0085" 

CDS 93442.. 94431 /gene="rfaC" 

/locus-tag="y0 0 85" 
/function=" enzyme; macromolecule 
metabolism: Lipopolysaccharide" 
/note="lipopolysaccharide core 
biosynthesis; residues 9 to 327 of 
329 are 68.33 pet identical to 
residues 1 to 319 of 319 from E. 
coli K12 : B3621; residues 9 to 
329 of 329 are 81.30 pet identical 
to residues 1 to 321 of 321 from 
GenPept : >gb | AAL23755 . 1 | (U52844) 
heptosyltransf erase I WaaC 
[Serratia marcescens] " 
/codon-start=l 
/transl-table=ll 

/product="heptosyl transferase I" 

/protein-id="AAM83679 .1" 

/db-xref="GI: 21956747" 

/translation="MLSQRGRLMHVLIVKTSSMG 

DVLHTLPALTDAMNAIPGIRFDWV 

VEEGF SQ I P S WHPAVDKVI PVAI RRWRKNWFG S D 

TRQERCDFKRWQQRSYDRVIDAQ 

GLIKSAALITRIAKGTKHGPDCKSAREPFASWFY 

NCRHEIDTKQHAVERIRQLFAKSL 

GYDKPESYGDYAIAQRFLNQLPADAGQYLVFLHA 

TTRDNKHWPESHWVQLIELVQPTG 

LKIKLPWGAEHEHQRALRLAEHFPHVEVLPKLSL 

QQVAEVLAGAKAWSVDTGLSHLT 

AALDRPNITLFGPTDPGLIGGYGKNQIAVISEQK 

KMDSLSAPTIMARLETLIS" 

gene 94743.. 96128 /gene="kdtA" 

/locus-tag="y0 0 86" 

CDS 94743.. 96128 /gene="kdtA" 

/locus-tag="y0086" 
/f unction="enzyme; surface 
polysaccharides and antigens" 
/note="residues 37 to 461 of 461 
are 79.76 pet identical to 
residues 1 to 425 of 425 from E. 
coli K12 : B3633; residues 37 to 
461 of 461 are 88.47 pet identical 
to residues 1 to 425 of 425 from 
GenPept : >gb | AAC44432 . 1 | (U52844) 
3-deoxy-manno-octulosonic acid 
transferase [Serratia marcescens] " 
/codon-start=l 
/transl-table=ll 

/product="3-deoxy-D-manno-octuloso 

nic-acid transferase (KDO 

transferase ) " 

/protein-id="AAM83680 . 1" 

/db-xref="GI:21956 748" 

/translation="MNNHGSMWCSALLAGKSLFC 

PDMVLFLIIHINEIDRMLLRLYQV 

LLYLIQPLIWLRLLLRSRKAPAYRKRWGERYGFC 

AGKWAGGIMLHSVSVGETLAAIP 

LVRALRHRYPSLPITVTTMTPTGSERVQSAFGKD 

VHHVYLPYDLPGSVNRFLDQVNPK 



LVIIMETELWPNLINTLHRRKIPLVIANARLSAR 

SAAGYKKIGSFIRTILQRITLIAA 

QNQEDGDRFIELGLKRSQLTVTGSLKFDISVTPE 

LAARAVTLRRQWAPHRPVWIATST 

HDGEETILLEAHRQLLQQFPTLLLILVPRHPERF 

GKAVELTQKIGLSYTLRSKGEVPS 

SSTQWIGDTMGELMLLYGIADLAFVGGSLVERG 

GHNPLEAAAHAIPVLMGPHTFNFK 

DICAKLEQAEGLITVTDTLSLVKEITVLLTDEDC 

RLYYGRHAVDVLHENQGALQRLLH 

LLEPYLPQRSH" 

gene 96129.. 96911 /locus-tag="y0087" 

CDS 96129.. 96911 /locus-tag="y0087" 

/ f unction="enzyme" 
/note="residues 1 to 256 of 260 
are 75.78 pet identical to 
residues 1 to 256 of 257 from 
GenPept : >gb | AAC44433 . 1 | (U52844) 
glucosyltransf erase [Serratia 
marcescens] " 
/codon-start=l 
/transl-table=ll 

/ product=" 1 ipopoly saccharide core 

biosynthesis glycosyl transferase" 

/protein-id="AAM83681 . 1" 

/db-xref="GI: 21956749" 

/translation="MGTKKRLSWMITKNEASLL 

TDCLASVAWADEIIVLDSGSEDET 

RALAQQFGAKVYSNINWPGYGKQRQLAQQYASGD 

YILMLDADERVTPELKIAIESVLL 

APEEGAVYSCSRRNLFLGRFMRHSGWYPDRVTRL 

YPHHQYRYNDNLVHESLDSGSAKV 

IPLAGDLLHLTCRDFFAFQRKQLSYAEAWAIQRH 

QQGKSCSYFAILSHTLGAFSKTWL 

LRAGFLDGKQGLLLAWNAQYTFNKYAALWALSH 

QYQKSEKS" 

gene 96908.. 97387 /gene="kdtB" 

/locus-tag="y0088" 

CDS 96908.. 97387 /gene="kdtB" 

/locus-tag="y0088" 
/note="residues 1 to 159 of 159 
are 73.58 pet identical to 
residues 1 to 159 of 159 from E. 
coli K12 : B3634; residues 1 to 
159 of 159 are 82.38 pet identical 
to residues 1 to 159 of 161 from 
GenPept : >gb | AAD28804 . 1 | (U52844) 
phosphopantetheine 

adenylyltransf erase CoaD [Serratia 

marcescens] " 

/codon-start=l 

/transl-table=ll 

/product="putative enzyme of 

lipopolysaccharide synthesis" 

/protein-id="AAM83682 .1" 

/db-xref="GI:21956 750" 

/translation="MITKAIYPGTFDPITNGHLD 

LVTRASAMFSHVILAIADSSSKKP 

MF T L DE RVAL AKKVT AP L KN VE VL GF S E LMAE FA 

KKHNAN I LVRGLRS VS DFE YEWQL 

ANMNRHLMPKLESVFLIPSEKWSFISSSLVKEVA 

RHGGDITPFLPKPVTKALLAKLA" 



complement (97393. .98202 /gene="mutM" 
) 

/locus-tag="y0090" 
complement (97393 . .98202 /gene="mutM" 
) 

/locus-tag="y0090" 
/f unction="enzyme; DNA - 
replication, repair, 
restrict ion /modification" 
/note="residues 1 to 268 of 269 
are 79.85 pet identical to 
residues 1 to 268 of 269 from E. 
cell K12 : B3635; residues 1 to 
268 of 269 are 83.70 pet identical 
to residues 1 to 270 of 271 from 
GenPept : >gb | AAD28805 . 2 | (U52844) 
Fpg [Serratia marcescens] " 
/ codon-start=l 
/transl-table=ll 

/product="f ormamidopyrimidine DNA 
glycosylase" 

/protein-id="AAM83683 .1" 
/db-xref="GI: 21956751" 
/translation="MPELPEVETSRRGIEPYLVG 
QT I LYAWRNARLRWPVSDE I LTL 
SDQPVLSVQRRAKYLLLELPKGWI IIHLGMSGSL 
RVLSEETAAEKHDHVDLWSNGKI 
LRYTDPRRFGAWLWAKDLETSNVLAHLGPEPLSD 
EFTAQYLFDKSRNKRTLIKPWLMD 
NKWVGVGN I Y AS E S LF AAG I LP DRAAG S L T DAE 
SVLLVATIKAVLLHSIEQGGTTLR 
DFLQSDGKPGYFAQELQVYGRAGEPCRQCGHPIE 
lAKHGQRSTFFCRHCQH" 

97396. .97554 /locus-tag="y0089" 

97396. .97554 /locus-tag="y0089" 

/note="residues 25 to 43 of 52 are 
57.89 pet identical to residues 
170 to 188 of 433 from GenPept : 
>emb|CAB86066.1 I (AL163002) 
putative protein [Arabidopsis 
thaliana] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83684 . 1" 
/db-xref="GI :21956 752" 
/translation="MLAVAAKERAALPVFRYFNG 
MPTLPTWFTRTPIDLQLLREIPWF TIRLQKIT" 

complement (98285. .98452 /gene="rpmG" 

) 

/locus-tag="y0091" 
complement (98285. .98452 /gene="rpmG" 
) 

/ locus- tag="yO 091" 

/ f unction=" structural component ; 

ribosomal proteins - synthesis, 

modification" 

/note="residues 1 to 55 of 55 are 
96.36 pet identical to residues 1 
to 55 of 55 from E. coli K12 : 
B3636" 

/ codon-start=l 



/transl-table=ll 

/product="50S ribosomal subunit 

protein L33" 

/protein-id="AAM83685.1" 

/db-xref="GI:21956753" 

/translation="MAKGVREKIKLVSSAGTGHF 

YTTTKNKRTKPEKLELKKFDPWR 

QHVLYKEAKIK" 

gene complement ( 98963 .. 99631 /gene="radC" 

) 

/locus-tag="y0092" 
CDS complement (98963. .99631 /gene="radC" 

) 

/locus-tag="y0092" 
/function="phenotype; Not 
classified" 

/note="residues 10 to 222 of 222 
are 58.21 pet identical to 
residues 12 to 224 of 224 from E. 
coli K12 : B3638; residues 7 to 
222 of 222 are 59.72 pet identical 
to residues 6 to 221 of 221 from 
GenPept : >gb | AAL2258 8 . 1 | 
(AE008873) putative DNA repair 
protein, associated with 
replication forks [Salmonella 
typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 
/product="DNA repair protein" 
/protein-id="AAM83686 .1" 
/db-xref="GI: 21956754" 
/translation=" MDEWYGQVAPREKLLKYGAA 
VLTDAELLAIFLRTGIPGMHVMKM 
AEYLIETFGSLHGLISADYQTLCAHKGIGASKYS 
QIQAIGELACRCFSSHLMRESVLL 
NPGITQKFLQNILSHREREIFLWFLDNQHRVIR 
HEEMFTGT I S S VEVHPRE I VREAL 
KVNAAAL I LAHNHPSGKAEPSQADRL I TTQVI KA 
CSLLDIRVLDHLWGRGECVSFAE RGWL" 

gene 99711 .. 101042 /gene="dfp" 

/locus-tag="y0093" 

CDS 99711. .101042 /gene="dfp" 

/ locus-tag="y0 093 " 
/f unction="phenotype ; DNA - 
replication, repair, 
restrict ion /modification" 
/note="residues 39 to 442 of 443 
are 75.18 pet identical to 
residues 23 to 429 of 430 from E. 
coli K12 : B3639; residues 40 to 
442 of 443 are 75.12 pet identical 
to residues 1 to 406 of 407 from 
GenPept : >gb | AAL22589 . 1| 
(AE008873) flavoprotein affecting 
synthesis of DNA and pantothenate 
metabolism [Salmonella typhimurium 
LT2] " 

/codon-start=l 
/transl-table=ll 

/product=" flavoprotein affecting 
synthesis of DNA and pantothenate 



metabolism" 

/protein-id="AAM83687.1" 

/db-xref="GI: 21956755" 

/translation="MRDVSQILRLVASESALIAN 

LFNGYAKISPLTAFIRTIMMTGLS 

GKHIVLGISGGIAAYKSPELVRRLRDKGADVRW 

MTHAAKAFIAPLTLQAVSGYPVSD 

DLLDPAAEAAMGH I ELGKWADLVI I APATADL LA 

RIviAAGMAN D L L T T VC L AT AAP I AA 

VPAMNQQMYRAPATQENLQTLSKWGVLLWGPDSG 

SQACGDIGPGRMLDPQEIVALAYN 

HFSAKQDLQHLSVMITAGPTREPLDPVRFISNQS 

SGKMGFAIAQALAARGSNVTLIAG 

PVNLSTPEGVKRIDVITALEMQQAVQKIAQQQNI 

FISCAAVADYRAEHVSDEKIKKQG 

DE I TLKLVKNP D I VAGVASMAKNRPFWGFAAET 

QNVEEYARQKLARKNLDLICANDV 

SLAEHGFNSDTNALHLFWSTGEKRLPLSDKYLLS 

QRL I DE I VS RY DEKNRH " 

gene 101008 .. 101478 /gene="dut" 

/locus-tag="y0094" 

CDS 101008. .101478 /gene="dut" 

/locus-tag="y0094" 
/function=" enzyme; 

2 ' -Deoxyribonucleotide metabolism" 
/note="residues 6 to 156 of 156 
are 84.76 pet identical to 
residues 1 to 151 of 151 from E. 
coli K12 : B3640; residues 6 to 
156 of 156 are 85.43 pet identical 
to residues 1 to 151 of 151 from 
GenPept : 

>gb|AAG58784.1 IAE005591-8 
(AE005591) 

deoxyuridinetriphosphatase 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 

/product="deoxyuridinetriphosphata 
se" 

/protein-id="AAM83688 . 1" 

/db-xref="GI: 21956756" 

/translation="MSAVMMKKIDIKILDPRVGN 

EFPLPTYATEGSAGLDLRACLDHA 

VELQPGQTTLLPTGLAIHIGDSALAAVILPRSGL 

GHKHGIVLGNLVGLIDSDYQGQLM 

VSVWNRGQQPFTIEPGERIAQMVFVPWQAEFNL 

VEDFTDSERGTGGFGHSGRQ" 

gene 101600 .. 102196 /gene="ttk" 

/locus-tag="y0095" 

CDS 101600. .102196 /gene="ttk" 

/locus-tag="y0095" 
/f unction="putative regulator" 
/note="residues 1 to 198 of 198 
are 83.33 pet identical to 
residues 15 to 212 of 212 from E. 
coli K12 : B3641; residues 1 to 
198 of 198 are 83.83 pet identical 
to residues 1 to 198 of 198 from 
GenPept : >gb | AAL2259 1 . 1 | 
(AE008873) putative 
transcriptional regulator 



(TetR/ArcR family) [Salmonella 
typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="AAM83689 .1" 

/db-xref="GI:21956758" 

/translation=" MAEKENTKRNRREE I LQALA 

QMLE S SDGSQRIT T AKL AANVGVS 

EAALYRHFPSKTRMFDSLIEFIEDSLMSRINLIL 

QDEKETFNRLRLILLLVLGFAERN 

PGLTRIMTGHALMFEQDRLQGRINQLFERIEMQL 

RQVLREKKLRDGQGFIHDEALLAT 

QLLAFCEGMLSRFVRSEFRYCPTQEFDSRWPLIV 

AQLQ" 

gene complement ( 102331 .. 1029 /gene="pyrE" 

78) 

/locus-tag="y0096" 
CDS complement (102331. .1029 /gene="pyrE" 

78) 

/locus-tag="y0096" 
/f unction="enzyme; pyrimidine 
ribonucleotide biosynthesis" 
/note="residues 1 to 213 of 215 
are 85.91 pet identical to 
residues 1 to 213 of 213 from E. 
coli K12 : B3642; residues 1 to 
213 of 215 are 85.91 pet identical 
to residues 1 to 213 of 213 from 
GenPept : >gb | AAL22592 . 1 | 
(AE008873) orotate 
phosphor ibosyltransf erase 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/product=" orotate 
phosphor ibosyltransf erase" 
/protein-id="AAM83690 . 1" 
/db-xref="GI: 21956759" 
/translation=" MKAYQREF I EF ALNKQVL KF 
GEFTLKSGRISPYFFNAGLFNTGL 
DLAKLGRFYAAALMDCGVEFDLLFGPAYKGIPIA 
TTTAVALAEHHERDVPYCFNRKEA 
KTHGEGGNLVGSPLQGRVMLVDDVITAGTAIRES 
MEIINAQGATLAGVMISLDRQERG 
RGEISAIQEVERDYHCKVIAIVTLNDVIRYLEDK 
PEMAEHLVAVRQYREQYGVTL " 
gene complement ( 103145 .. 1038 /gene="rph" 

61) 

/locus-tag="y0097" 
CDS complement (103145. .1038 /gene="rph" 

61) 

/ locus-tag="y0 09 7" 

/function="enzyme; degradation of 
RNA" 

/note="residues 1 to 223 of 238 
are 88.78 pet identical to 
residues 1 to 223 of 228 from E. 
coli K12 : B3643; residues 1 to 
238 of 238 are 100.00 pet 
identical to residues 1 to 238 of 



238 from GenPept : 
>emb|CAC88911.1 I (AJ414141) 
ribonuclease PH [Yersinia pestis] " 
/codon-start=l 
/transl-table=ll 
/product="RNase PH" 
/protein-id="AAM83691 . 1" 
/db-xref="GI:21956760" 
/translation=" MRP ADRAAQQVRP L T L TRN Y 
TKHAEGSVLVEFGDTKVLCTATVE 
EGVPRFLKGQGQGWITAEYGMLPRSTHSRNAREA 
AKGKQGGRTLE I QRL I ARS LRAAV 
DLKKLGEFT ITLDCDVLQADGGTRTAS I SGACVA 
LADALNKLVASGKLKANPMKGLVA 
AVSVGIVKGEALCDLEYVEDSAAETDMNWMMED 
GRMIEVQGTAEGEPFSHEELLALL 
DLARGG I E T I F QAQKAALE S " 
gene 103988 .. 104851 /locus-tag="y0098" 

CDS 103988. .104851 /locus-tag="y0098" 

/f unction="phenotype; Not 
classified" 

/note="residues 1 to 287 of 287 
are 87.45 pet identical to 
residues 1 to 287 of 287 from E. 
coli K12 : B3644; residues 1 to 
287 of 287 are 87.80 pet identical 
to residues 1 to 287 of 287 from 
GenPept : >gb | AAL2259 4 . 1 | 
(AE008873) putative stress-induced 
protein [Salmonella typhimurium 
LT2] " 

/codon-start=l 
/transl-table=ll 
/product="putative alpha helix 
protein" 

/protein-id="AAM83692 .1" 

/db-xref="GI:21956 761" 

/translation="MIRSMTAYARRDIKGEWGNA 

AWELRSVNQRYLETYIRLPEQFRS 

LEPVIRERIRSRLTRGKIECHLRFELDANAQSSL 

ILNEKLAKQLVEAGNWVKMQSDEG 

EINPVDILRWPGVMSAEEQDLDAISTELMQALDT 

ALDDFIVSRETEGAALKTLIEQRL 

EGVSAEWKVRAHMPNILQWQRERLLNKLEEAQV 

QLENTRLEQELVLMAQRIDVAEEL 

DRLEAHVKETYNILKKKEAVGRRLDFMMQEFNRE 

SNTLASKSINAEVTNSAIELKVLI 

EQMREQIQNIE" 

gene 105254 .. 105877 /locus-tag="y0099" 

CDS 105254. .105877 /locus-tag="y0099" 

/note="residues 1 to 181 of 207 
are 74.58 pet identical to 
residues 19 to 199 of 223 from E. 
coli K12 : B3646; residues 1 to 
181 of 207 are 74.58 pet identical 
to residues 19 to 199 of 223 from 
GenPept : 

>gb|AAG58790.1 IAE005592-1 
(AE005592) orf, hypothetical 
protein [Escherichia coli 0157 :H7 
EDL933] " 
/ codon-start=l 



/transl-table=ll 
/product="hypothetical protein" 
/protein-id="AAM83693 .1" 
/db-xref="GI: 21956762" 
/translation="MLLSVLYIIGITAEAMTGAL 
AAGRRQMDMFGVI I lASATAIGGG 
SVRDMLLGHYPLGWVKHPEYIVIVAIAAIVTTWM 
APLMKQLRHLFLVLDAIGLIVFSI 
IGAQIALDMGHSTIIAAIAAVITGVFGGVLRDML 
CNC I P L VFQKE I YAG I S F AAAW I Y 
lALQYTPLSHNWVIIITLITGLALDYSPYDSGLA 
CLYSNMSTQTIKL" 

gene complement ( 105890 .. 1075 /locus-tag="y0100" 

93) 

CDS complement (105890. .1075 /locus-tag="y0100" 

93) 

/note="residues 6 to 564 of 567 

are 43.79 pet identical to 

residues 3 to 561 of 562 from E. 

coli K12 : B3647" 

/codon-start=l 

/transl-table=ll 

/product="putative enzyme" 

/protein-id="AAM83694.1" 

/db-xref="GI: 21956763" 

/translation="MNILNLKIIMFLLISNTIW 

GGAWATSTCPDWPATRIAVEINAL 

EQQLNKWSAAYHQQGHSPVTDDIYDQLQDKLRVW 

QSCRGLPDKTESQPIPGKGQFLHP 

VAHTGLKKLKDETALTRWMAGRKNLWVQPKVDGV 

AVT L VYHGGKL VQL L S RGNGVKGQ 

NWTEKAPFISAIPQYIANAPALLTLQGELFLLMD 

GHQQAKSGGVNARSTVAGALMRKS 

P S P L L AQVGVF I WAWP DGP T TMKEKVAL LQVMGF 

PFTAKYSEPVMSHLDWQWRQFWF 

QAPLPFVTDGVWRQEEEPAGRYWQATPGQWSMA 

WKYPPLQHIAEVKDIHFTLGRTGK 

GT WLEVLP I K I DDKWI RRVN I GS VTRWKQWD I A 

PGDHITLALAGHGIPRLDNWWRV 

HQRNT I TAPNWDKFHQLSCFQRLPHGCEPQFL SR 

LIWLSGPGGLDIGGIGGGFWQELI 

HHELINDLVGWLLLTPEQIASIPGIGNARAEKIY 

QQFQRAKQQPFSRWLLALGFPQW 

S VDAQWQ WL RRS L S E WATMAG I GQMRAKQ I KHF 

LDHPDVQALADFLSTQKWGFELT E" 

gene 107994 .. 108617 /gene="gmk" 

/locus-tag="y0101" 

CDS 107994. .108617 /gene="gmk" 

/locus-tag="y0101" 
/function="enzyme; purine 
ribonucleotide biosynthesis" 
/note="residues 1 to 207 of 207 
are 87.92 pet identical to 
residues 1 to 207 of 207 from E. 
coli K12 : B3648" 
/codon-start=l 
/transl-table=ll 
/product="guanylate kinase" 
/protein-id="AAM83695. 1" 
/db-xref="GI: 21956764" 
/translation="MVQGTLYIVSAPSGAGKSSL 
IQALLKTQPLYDTQVS I SHTTRAK 



RPGENHGEHYFFVSEKEFCQMIDDDAFLEHAKVF 

ENYYGTSRLAIEQVLATGVDVFLD 

IDWQGAQQIRAKMPTARSIFILPPSKTELDRRLR 

GRGQDSEEVIAKRMEQAVAEMAHY 

AEYDYLIVNDDFNLALSDLKTIIRAERLRLGRQK 

QRHDALISKLLAD" 

gene 108672 .. 108947 /gene="rpoZ" 

/locus-tag="y0102" 

CDS 108672. .108947 /gene="rpoZ" 

/locus-tag="y0102" 

/function="enzyme; RNA synthesis, 
modification, DNA transcription" 
/note="residues 1 to 91 of 91 are 
92.30 pet identical to residues 1 
to 91 of 91 from E. coli K12 : 
B3649" 

/codon-start=l 

/transl-table=ll 

/product="RNA polymerase, omega 

subunit" 

/protein-id="AAM83696. 1" 

/db-xref="GI: 21956765" 

/translation="MARVTVQDAVEKIGNRFDLV 

LVAARRARQ I Q SGGKDALVPEEND 

KVTVI ALRE I EEGL I TNQ I LDVRERQEQQEQQAA 

EIQAVTAIAEGRR" 

gene 108967 .. 111075 /gene="spoT" 

/locus-tag="y0103" 

CDS 108967. .111075 /gene="spoT" 

/locus-tag="y0103" 
/function="enzyme; global 
regulatory functions" 
/note="residues 1 to 702 of 702 
are 91.45 pet identical to 
residues 1 to 702 of 702 from E. 
coli K12 : B3650; residues 1 to 
702 of 702 are 91.89 pet identical 
to residues 1 to 703 of 703 from 
GenPept : >gb | AAL22601 . 1 | 
(AE008874) bifunctional : (p)ppGpp 
synthetase II; also 
guanosine-3 ' , 5 ' -bis pyrophosphate 
3 ' -pyrophosphohydrolase 
[Salmonella typhimurium LT2] ; 
guanosine-3 ' , 5 ' -bis pyrophosphate 
3 ' -pyrophosphohydrolase" 
/ codon-start=l 
/transl-table=ll 

/product=" (p) ppGpp synthetase II" 

/protein-id="AAM83697.1" 

/db-xref="GI: 21956766" 

/translation="MYLFESLNLLIQRYLPEEQI 

KRLKQAYLVARDAHEGQTRSSGEP 

YITHPVAVACILAEMRLDYETLMAALLHDVIEDT 

PATYQDMEQLFGKSVAELVEGVSK 

LDKLNFRDKKEAQAENFRKMIMAMVQDIRVILIK 

LADRTHNMRT L G S LRP DKRRR I AR 

ETLEIYSPLAHRLGIHHLKTELEELGFEALYPNR 

YRVI KEWKAARGNRKEMI QKI LA 

EIEGRLTEAGIPCRVSGREKHLYSIYCKMHLKEQ 

RFHSIMDIYAFRVIVKEVDTCYRV 

LGQAHSLYKPRPGRVKDYIAIPKANGYQSLHTSL 



I GPHGVPVEVQ I RTEDMDQMAEMG 

VAAHWAYKEQGESGTTAQIRAQRWMQSLLELQQS 

AGSSFEFIESVKSDLFPDEIYVFT 

PEGRIVELPAGATPVDFAYWHTDIGHACVGARV 

DRQPYPLSQPLSSGQTVEIITAPG 

ARPNAAWLNFVVSSKARAKIRQLLKNLKRDESVS 

LGRRLLNHALGNGRKLSDISEENI 

KHELDRMKLATVDDLLAEIGLGNAMSVWAKNLL 

GDPSTLGTSASGTRKLPIKGADGV 

LITFAKCCRPIPGDPIIAHISPGKGLVIHHESCR 

N I RGYQKEPEKFMAVEWDQETEQE 

FIAEIKVDMFNQQGALANLTAAINAAESNIQSLN 

TEEKDGRVYSAFIRLTTRNRVHLA 

N I MRK I R I MP D WKVS RNRN " 

gene 111081 .. 111773 /gene="spoU" 

/locus-tag="y010 4" 

CDS 111081. .111773 /gene="spoU" 

/locus-tag="y0104" 
/note="residues 1 to 227 of 230 
are 82.81 pet identical to 
residues 1 to 227 of 229 from E. 
coli K12 : B3651" 
/ codon-start=l 
/transl-table=ll 

/product="putative RNA methylase" 

/protein-id="AAM83698 . 1" 

/db-xref="GI :21956 76 7" 

/translation="MNPQRYARICDMLATRQPDL 

TVCLEQVHKPHNVSAI IRTADAVG 

IHQVHAIWPTTQMYTRLSAAAGSNSWVQVKTHPH 

lADAIAYLKSQDMQILATHLSDKA 

VDFRE I DYTRP TC I LMGQEKTG I SPEALALADQD 

III PMI GMVQS LNVS VASAL I LYE 

AQRQRQNAGMYKRTHSVLAESEQQRLLFEGGYPV 

LAHVAKRKGLPQPHIDEQGQIIAD 

AQWWSAMQATES" 

gene 111774 .. 113855 /gene="recG" 

/locus-tag="y0105" 

CDS 111774. .113855 /gene="recG" 

/locus-tag="y0105" 
/function=" enzyme; DNA - 
replication, repair, 
restrict ion /modification" 
/note="resolution of Holliday 
junctions, branch migration; 
residues 1 to 693 of 693 are 81.52 
pet identical to residues 1 to 693 
of 693 from E. coli K12 : B3652; 
residues 1 to 693 of 693 are 81.24 
pet identical to residues 1 to 693 
of 693 from GenPept : 
>gb|AAL22603.1 I (AE008874) DNA 
helicase, resolution of Holliday 
junctions, branch migration 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/product="DNA helicase" 
/protein-id="AAM83699 .1" 
/db-xref="GI: 21956768" 
/translation="MKGRLLDAVPLSTLSGVGAS 
QAGKLAKIGLETIQDLLLHLPLRY 



EDRTRLYRIGDLLPGLSVTVEGEVLRSDISFGRR 

RMMTCQISDGSGVLTLRFFNFNAA 

MKNSLSVGKHVIAYGEAKRGNNGPEIIHPEYRVH 

GENIGVELQESLTPVYPTTEGIRQ 

ATLRKLIDQALAMLDTCVIAELLPIELSRSLISL 

PEAIHTLHRPPADIQLADLEQGKH 

P AQRRL IMEELLAHNLS ML AVRAG AQ S YRALP LM 

AEEQLKQRFLAALPFTPTQAQQRV 

VAEIERDMTQSFPMMRLIQGDVGSGKTLVAALAA 

LRAIAHGKQVALMAPTELLAEQHA 

TTFRQWLEPLGFSVGWLAGKQKGKARLAQQEAVA 

SGQVSMVIGTHAMFQEQVQFSGLA 

LVI I DEQHRFGVHQRLTLWEKGEEQGFHPHQL IM 

TATPIPRTLAMTAYADLDTSVIDE 

LPPGRTPVTTVAIPDTRRSDVIQRVKNACLEEGR 

QAYWVC TLIEESELL E AQ AAE VTC 

EELKIALPEIKVGLVHGRMKGPEKQAIMLAFKQG 

ELQLLVATTVIEVGVDVPNASLMI 

IDNPERLGLAQLHQLRGRVGRGAVASHCVLLYKT 

PLSKTAQMRLQVLRDSNDGFVIAQ 

RDLEIRGPGELLGTRQTGSAEFKVADLLRDQAMI 

PEVQRVARHLHQQYPEHAKALIER 

WLPERVRYTNA" 

gene complement ( 114221 .. 1154 /gene="gltS" 

35) 

/locus-tag="y0106" 
CDS complement (114221. .1154 /gene="gltS" 

35) 

/locus-tag="y0106" 

/function="transport; transport of 
small molecules; amino acids, 
amines" 

/note="resiciues 1 to 399 of 404 
are 82.45 pet identical to 
residues 1 to 399 of 401 from E. 
coli K12 : B3653; residues 1 to 
399 of 404 are 82.45 pet identical 
to residues 1 to 399 of 401 from 
GenPept : >emb | CAA064 85 . 1 | 
(AJ005339) glutamate permease 
[synthetic construct] " 
/codon-start=l 
/transl-table=ll 
/product="sodium/glutamate 
symporter" 

/protein-id="AAM83700 . 1" 

/db-xref="GI :21956 770" 

/translation="MFHLDTYGTLVAACLVLLLG 

RKLVQTVPFLKKYTIPEPVAGGLL 

VAFMML L VQKT LGWE VS F DMS LKDP LML AFF AT I 

GLNANLAS LRAGGKAL S I FVF I W 

GLLLVQNTIGIVLAKLMGLDPLMGLLAGSITLSG 

GHGTGAAWSKLFSERYGFENATEV 

AMACATFGLVLGGLIGGPVARYLVKHSSTPEGTP 

DDSAVPSAFEKPSAGRMITSLVLI 

ETIAMISICLMAGNLIAGWLQGTMFELPIFVCVL 

FVGVILSNTLSASGFYRVFDRAVS 

VLGNVS L S LFLAMALMS LKL WELAS L ALPML V I L 

SVQALAMALYAIFVTYRIMGKNYD 

AAVLAAGHCGFGLGATPTAIANMQAITDRFGPSH 

LAFLWPMVGAFFIDIVNAIVIKL 

YLLLPIFPAVTG" 



gene 
CDS 



115622. .117058 
115622. .117058 



/locus-tag="y0107" 
/locus-tag="y0107" 



/function="putative transport" 
/note="residues 18 to 478 of 478 
are 83.98 pet identical to 
residues 1 to 462 of 463 from E. 
coli K12 : B3654; residues 18 to 
478 of 478 are 83.76 pet identical 
to residues 1 to 462 of 463 from 
GenPept : >gb i AAL22606 . 1 | 
(AE008874) putative NCS2 family, 
purine/xanthine transport protein 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/product="putative transport 
protein, symporter" 
/protein-id="AAM83701 . 1" 
/db-xref="GI: 21956771" 
/translation="MSRIIKMPPLPIWKYHAMST 
QSAELDTAPPSPAHPSELIYHLED 
RPPLPQTLFAACQHLLAMFVAVITPGLLICQALG 
LPAEDTQRIISMSLFASGLASLLQ 
IKTWGPVGSGLLSIQGTSFNFVSPLIMGGLALKN 
GGADIPTMMAALFGTLMVASCTEI 
LLSHVLHLARRIITPLVSGIWMIIGLSLIQVGL 
T S I GGG YGAMS DN T F GAP KN L L L A 
GAVLGVIILLNRQRNPYLRVASLVIAMAVGYLLA 
WALGMLPESRPWDTALITIPTPL 
YYGLSFDWNLLIPLMLIFMVTSLETIGDITATSD 
VSEQPVRGPLYMKRLKGGVLANGL 
NSMLSAIFNTFPNSCFGQNNGVIQLTGVASRYVG 
FWAIMLIILGLFPAVAGFVQHIP 
EPVLGGATLVMFGTIAASGVRIVSRETLNRRAIM 
I MAL S L AVGMG VAQQP L I LQF AP D 
WIKTLFSSGIAAGGITAIVLNLLFPQEK" 



/note="residues 1 to 563 of 569 
are 49.02 pet identieal to 
residues 1 to 557 of 569 from E. 

coli K12 : B3655" 
/ codon-start=l 
/transl-table=ll 

/produet=" hypothetical protein" 

/protein-id="AAM83702 .1" 

/db-xref="GI :21956 772" 

/translation="MKFLGKTLLTLLLLFALSIV 

LCYAVLQTSWAAGWLSRWVSNNSG 

YHLSLRGIDHRWSQPGQISFSDVTLARADQPPFL 

TAQQVIFGLSWRQLTDPKHFLSLQ 

LQNGSLTLNNSTPSLPLQADTLQLTDMTLNTTVE 

SKNATSQWKIAGQHVNGGLVPWQP 

IPGNSFGENTQFHFSAGFLTINDISAQQIYLQGS 

IQKDILTLTNFGANIAQGELTGNA 

RQSADGSWLVDRLRLSNIRLQTTASLEDVWNNVL 

QLPPITLKRFDLIDARVEGKGWAV 

NDVDLTLKNITFKQGDWQSDDGELVFNASDIIKG 

NIHLIDPIATFTLSPEGVAINQFT 

TRWQDGLLRTLGSWSRATHRLQLGELTWALVYT 

LPNDWKQLWQQTLPDWLSEVYVGK 

LSANRNLLIDISPDFPFQITSLDAAGSNLLLAKN 



gene 
CDS 



117206 . .118915 
117206. .118915 



/loeus-tag="y0108" 
/loeus-tag="y0108" 



complement ( 119050 . 
73) 

complement (119050. 
73) 



repeat-region 120157 .. 122106 



120608. 
120608. 



121261 
121261 



121258 . . 122040 
121258. .122040 



HQWGVWSGSLVLNAGNATFNKNDI 
RRP S LALNANEQQ I TF S DL S AFTKEGLLEATAS I 
DQTPDRALSLALTGRSVDLNFLHN 
WGWPALPLQGLGNLKLQIKGNLTADAPLKPTLNG 
SLQAIDSNGQQINQTVLHGWQGT AEQ" 
.1199 /locus-tag="y0109" 

.1199 /locus-tag="y0109" 

/note="residues 1 to 298 of 307 

are 83.89 pet identical to 

residues 17 to 314 of 329 from E. 

coli K12 : B3888" 

/codon-start=l 

/transl-table=ll 

/product=" putative 

acetyltransf erase" 

/protein-id="AAM83703 .1" 

/db-xref="GI: 21956773" 

/translation="MYHLRVPITEQELKDYYQFR 

WEMLRKPLHQPIGSEKDAYDAMAH 

HQMWDEQGKAVAI GRL Y INADNEAAI RFLAVAP 

SVRNKGLGTLVAMTLESVARQEGV 

KRWCSAREDAVDFFAKLGFVCQGEITAPQTTPV 

RHFLMIKPVATMDDILHRPDWCGQ 

LQQAWYDHIPLSEKMGVRISQYTGQRFVTTMPEA 

GNQNPHHTLFAGSLFSLATLTGWG 

LIWLLLRERHLGGTIILADAHIRYSAPVTGRPRA 

VAEL S S L SGDL DRLARGRRARVQL 

NVNLFGDENQGAVFEGT YMVLPVAAGDDMAN " 

/note="insertion element" 

/insertion-seq="IS100" 

/locus-tag="y0110" 

/locus-tag="y0110" 

/f unction=" IS and transposon 

related functions" 

/note="IS100; orfA; residues 1 to 

217 of 217 are 100.00 pot 

identical to residues 124 to 340 

of 340 from GenPept : 

>gb|AAC13168.1 I (AF053947) 

putative transposase [Yersinia 

pestis] " 

/ codon-start=l 

/transl-table=ll 

/product=" putative transposase" 

/protein-id="AAM83704. 1" 

/db-xref="GI: 21956 774" 

/translation="MQVDWGTMRNGRSPLHVFVA 

VLGYSRMLYIEFTDNMRYDTLETC 

HRNAFRFFGGVPREVLYDNMKTWLQRDAYQTGQ 

HRFHPSLWQFGKEMGFSPRLCRPF 

RAQTKGKVERMVQYTRNSFYIPLMTRLRPMGITV 

DVETANRHGLRWLHDVANQRKHET 

IQARPCDRWLEEQQSMLALPPEKKEYDVHLDENL 

VNFDKHPLHHPLSIYDSFCRGVA" 

/locus-tag="y0111" 

/locus-tag="y0111" 

/f unction=" IS and transposon 

related functions" 

/note="IS100; orfB; residues 1 to 

260 of 260 are 100.00 pet 



identical to residues 1 to 260 of 

260 from GenPept : >gb | AAC69770 . 1 | 

(AF074612) putative transposase 

[Yersinia pestis] " 

/ codon-start=l 

/transl-table=ll 

/product= "putative transposase" 

/protein-id="AAM83705.1" 

/db-xref="GI: 21956775" 

/translation="MMMELQHQRLMALAGQLQLE 

SLISAAPALSQQAVDQEWSYMDFL 

EHLLHEEKLARHQRKQAMYTRMAAFPAVKTFEEY 

DFTFATGAPQKQLQSLRSLSFIER 

NENIVLLGPSGVGKTHLAIAMGYEAVRAGIKVRF 

TTAADLLLQLSTAQRQGRYKTTLQ 

RGVMAPRLLIIDEIGYLPFSQEEAKLFFQVIAKR 

YEKSAMILTSNLPFGQWDQTFAGD 

AALTSAMLDRILHHSHWQIKGESYRLRQKRKAG 

VIAEANPE" 

gene 122056 .. 122991 /locus-tag="y0112" 

CDS 122056. .122991 /locus-tag="y0112" 

/note="residues 18 to 310 of 311 

are 77.81 pet identical to 

residues 35 to 327 of 328 from E. 

coli K12 : B3102" 

/codon-start=l 

/transl-table=ll 

/product= "putative transferase" 

/protein-id="AAM83706 .1" 

/db-xref="GI: 21956776" 

/translation="MGRWWRYKWITFHPSLTTTD 

GQAGPQGKGGFNAEAHRYHLYVSL 

ACPWAHRALLMRTLKGLESLISVSWHPLMQENG 

WTFSSDFPAATGDALYHLDYLYQL 

YLRAAPDYSGRVTVPVLWDKQQQTWSNESADII 

RMFNNAFDDVGAKAGDYYPTALRN 

DIDDINGWVYDQVNNGVYKAGFATTQEAYDEAVG 

TLFSALDRLEQILGQHRYLTGNQL 

TEADLRLWTTLVRFDPVYVTHFKCDKRRISDYPN 

L YGFLRD I YQMPG I AETVDFAH I R 

THYYRSHGTINPYGI I S IGPQQNLLEPHDRANRF 

V" 

gene complement ( 123122 .. 1240 /locus-tag="y0113" 

15) 

CDS complement (123122. .1240 /locus-tag="y0113" 

15) 

/f unction="putative regulator" 
/note="residues 1 to 294 of 297 
are 89.45 pet identical to 
residues 1 to 294 of 298 from E. 
coli K12 : B3105" 
/ codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator LYSR-type" 
/protein-id="AAM83707 . 1" 
/db-xref="GI :21956 777" 
/translation="MARDRALTLEALRVMDAIDR 
RG S F AAAADE L GRVP S AL S YTMQK 
LEEELDWLFDRSGHRTKFTNVGRMLLERGRVLL 
E AADKL T T DAE AL ARGWE TH I T I V 
SEALSPAWKLFPLIDKLALKANTQVSILTEVLAG 



gene 
CDS 



complement ( 124135 , 
84) 

complement ( 124135 , 



124277. 
124277. 



124981 
124981 



gene 

misc-RNA 



complement (125522 , 
98) 

complement (125522 , 
98) 



125522. .125890 
125522. .125890 



AWERLEQGRAD I VI APDMHFRAS S 
EINSRKLYKVTSVYVASPDHPIHQEPEPLSELTR 
VKYRGIAVADTARERPVITVQLLD 
KQQRLTVSTIEDKRRALLAGLGVATMPYEMVEKD 
lAAGRLRVIGPEYSREADI IMAWR 
RDSMGEAKSWCLREIPKLLGK" 
.1242 /locus-tag="y0114" 

.1242 /locus-tag="y0114" 

/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83708 . 1" 
/db-xref="GI: 21956779" 
/translation="MIMTMITSYTGHLSSHRKES 
VGLSIGSPLQDCGNRFSTRLSFVG RFPES" 
/locus-tag="y0115" 
/locus-tag="y0115" 
/note="residues 1 to 234 of 234 
are 68.80 pet identical to 
residues 1 to 233 of 233 from E. 
coli K12 : B3106; residues 1 to 
234 of 234 are 71.79 pet identical 
to residues 1 to 233 of 233 from 
GenPept : >emb | CAD07760 . 1 | 
(AL627278) conserved hypothetical 
protein [Salmonella enterica 
subsp. enterica serovar Typhi]" 
/ codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="AAM83709 .1" 
/db-xref="GI: 21956780" 
/translation="MITCRTAEQCGQADFGWLQA 
RYTFSFGHYFDPTLLGYASLRVLN 
QEVLAPG7VAFQPRTYPQVDILNLILQGEAEYRDS 
LGNHVHAKTGDALLFSPQQGVSYS 
EHNLSANKSLTRIQLWLNACPERESAPTQHQRLS 
TRPVQLLASPAGEQGSLQLRQQMW 
IHHLALAAGEQQKMPLHGHRAYLQSIHGTVDATG 
PQTGTSQRLTCGDGAFVEEEQHLV 
IKAITPLRALLIDLPV" 
.1258 /locus-tag="ys001" 

.1258 /locus-tag="ys001" 

/product="RNase P, RNA component" 
/note="Ml RNA; processes tRNA" 
/f unction="RNA; Macromolecule 
degradation: Degradation of RNA" 
/locus-tag="y0116" 
/locus-tag="y0116 " 
/note="residues 82 to 114 of 122 
are 48.48 pet identical to 
residues 47 to 79 of 271 from 
GenPept : >db j | BAB3 1 8 52 . 1 | 
(AK019785) data souree:SPTR, 
source key:Q9NQV8, evidence :ISS 
homolog to PR-domain containing 
protein 8 putative [Mus musculus] " 
/ codon-start=l 



/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83710 . 1" 
/db-xref="GI: 21956781" 
/translation="MELTGKPGSWDSHSSRPAI 
AHWLKQPTRVQYGPYHANPYLALL 
RVEFTMPRTVASRAVRSYRTLSPLPDPTCVGHRR 
FALCCTCRRLAPPRRYLAPCPMEP 
GLSSPPPVSPERDGSEAATV" 
gene complement ( 125918 .. 1268 /locus-tag="y0117" 

17) 

CDS complement (125918. .1268 /locus-tag="y0117" 

17) 

/note="residues 1 to 286 of 299 
are 85.31 pet identical to 
residues 1 to 285 of 286 from E. 
coli K12 : B3146" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83711 . 1" 
/db-xref="GI: 21956782" 
/translation="MNQHDRAVISASTLYWPTP 
IGNLGDITHRALEVLKGVDLIAAE 
DTRHTGLLLQHFAINARLFALHDHNEQQKADQLL 
AKLQEGQSIALVSDAGTPLINDPG 
YHLVRRCREAGIRWPLPGACAAITALSAAGLAS 
DRFCYEGFLPAKTKGRKDTLQALI 
EEPRTLIFYESTHRLLESLQDMVTVLGPQRYWL 
ARE L TKT WE S I HGAP VGE L L AWVK 
EEETRRRGEMVLIVEGHKVQSDDALPADALRTLA 
LLQKELPLKKAAALAAEIHGVKKN 
ALYKYALEQQQGDVETEEDDIQQ" 
gene 126784 .. 128853 /locus-tag="Y0118" 

CDS 126784. .128853 /locus-tag="y0118" 

/note="residues 33 to 689 of 689 

are 53.00 pet identical to 

residues 1 to 678 of 678 from E. 

coli K12 : B3147; residues 33 to 

687 of 689 are 55.99 pet identical 

to residues 1 to 678 of 680 from 

GenPept : >gb | AAL22136 . 1 | 

(AE008850) paral putative 

transglycosylase [Salmonella 

typhimurium LT2] " 

/ codon-start=l 

/transl-table=ll 

/product= "putative glycosylase" 

/protein-id="AAM83712 .1" 

/db-xref="GI: 21956783" 

/translation="MQKLLLDRVDSLFHPNYRFN 

lEHLEKNITGYSMLSSTFVRSKAG 

LVPVILAALILAACTGDAPQTPPPVNIQDEASAN 

SDYYLQQLQQSSDDNKADWQLLAI 

RALLREAKVPQAAEQLSTLPANLSDTQRQEQQLL 

AAELLIAQKNTPAAADILAKLEAT 

QLSANQKVRYYQAQIAANQDKATLPLIRAFIAQE 

PLLTDKAHQDNIDGTWQSLSQLTP 

QELNTMVINADENVLQGWLDLLRVYQDNKQDPEL 

LKAGIKDWQTRYPQNPAAKNLPTA 

LTQISNFSQASTAKIALLLPLSGPAQVFADAIQQ 

GFTAAQNGSAVTASVPVTPNVTES 



SPTDTAAWSDDTPATLPAPVPPPWTNAQVKIY 

DTNTQPLAALLAQAQQDGATLWG 

PLLKPEVEQLSATPSTLNILALNQPEASNNSPNI 

CYFALSPEDEARDAAHHLWEQQKR 

MPLLLVPRGALGERIAKAFADEWQKQGGQTVLQQ 

NFGSTTELKQS INSGAGIRLTGTP 

VSVSNVAAAPAS VT I AGLT I PAPP I DAPWST S S 

SGNIDAVYIIATPSELTLIKPMID 

MATSSRSKPALFASSRSYQAGAGPDYRLEMEGIQ 

FSDIPLMAGSNPALLQQASAKYAN 

D Y S L VRL YAMG I DAWAL ANHF SEMRQIPGFQVKG 

VTGDLTASSDCVITRKLPWLQYRQ GMWPLA" 

128937. .129290 /locus-tag="y0119" 

128937. .129290 /locus-tag="y0119" 

/note="residues 1 to 115 of 117 
are 57.39 pet identical to 
residues 14 to 128 of 131 from E. 
coli K12 : B3148; residues 1 to 
115 of 117 are 57.39 pet identical 
to residues 14 to 128 of 131 from 
GenPept : >gb | AAL2213 7 . 1 | 
(AE008850) putative endonuclease 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83713 .1" 
/db-xref="GI: 21956784" 
/translation="MSQRDTGAHYENLARRHLER 
AGLVFQAANVAFRGGE I DL IMRDG 
DAWVFVEVRFRRNDLFGGAAASITPRKQQRLHLA 
AAVWL AQRGAS F AT T S CRF DWAI 
TGNQLEWLPNAFNTD" 

complement (129011. .1293 /locus-tag="y0120" 

91) 

complement (129011. .1293 /locus-tag="y0120" 
91) 

/note="residues 3 to 49 of 126 are 
37.99 pet identical to residues 
674 to 722 of 1684 from GenPept : 
>gb|AAC27151.1 IAAC27151 (AC004512) 
Similar to gb|U46691 putative 
chromatin structure regulator 
(SUPT6H) from Homo sapiens. ESTs 
gb|T42908, gb|AA586170 and 
gb|AA395125 come from this gene. 
[Arabidopsis thaliana] " 
/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83714.1" 
/db-xref="GI:21956785" 
/translation="MLFKLVPDQFFSRLPSACNS 
NYLGIARYQLENKHQSVLKALGSH 
SNWLPVIATTSKRQDWAKLAPRCASQTAAARCS 
RCCLRGVILAAAPPNRSLRRKRTS 
TNTHASPSRI I RS I SPPRKATLAA" 

complement (129415. .1295 /locus-tag="y0121" 

01) 

complement (129415. .1295 /locus-tag="y0121" 
01) 

/note="residues 2 to 25 of 28 are 



50.00 pet identical to residues 
839 to 862 of 1165 from GenPept : 
>gb|AAD10500.2 I (U53471) receptor 
tyrosine kinase proto-oncogene 
[Xiphophorus xiphidium] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83715.1" 
/db-xref="GI:21956786" 
/translation="MVTLNNPNHLLWDFKVSKL 
IGINEPYP" 

gene 129561 .. 130151 /locus-tag="y0122" 

CDS 129561. .130151 /locus-tag="y0122" 

/note="residues 1 to 196 of 196 

are 93.36 pet identical to 

residues 1 to 196 of 196 from E. 

coli K12 : B3149" 

/codon-start=l 

/transl-table=ll 

/product="hypothetical protein" 

/protein-id="AAM83716 .1" 

/db-xref="GI: 21956787" 

/translation="MLERIKGCFTESIQTQIAAA 

EALPDAISCAAMALVQSLLNGNKI 

LCCGNGTSAANAQHFAASMINRFETERPSLPAIA 

LNADNWLTAI TNDRLHDEVYAKQ 

VRALGQAGDVL LAI S TRGNSRD I VKAVE AAVT RD 

MTIVALTGYDGGELAGLLGQLDVE 

IRIPSHRGARVQELHMLTVNCLCDLIDNTLFPHQ 

ND" 

gene 130117 .. 130737 /locus-tag="y0123" 

CDS 130117. .130737 /locus-tag="y0123 " 

/function="putative transport" 
/note="residues 16 to 206 of 206 
are 73.29 pet identical to 
residues 1 to 191 of 191 from E. 
coli K12 : B3150; residues 16 to 
206 of 206 are 73.82 pet identical 
to residues 1 to 191 of 191 from 
GenPept : >gb | AAL22139 . 1 | 
(AE008850) paral putative 
periplasmie protein [Salmonella 
typhimurium LT2]" 
/ eodon-start=l 
/transl-table=ll 
/product="eonserved putative 
exported protein" 
/protein-id="AAM83717.1" 
/db-xref="GI: 21956788" 
/translation="MTTLYFLIRTIKGAPMKVGY 
I F AML F S T L L L QGC VG AVWG S AA 
VATKTATDPRTIGTQVDDGTLEARWNALSKDKE 
IKSQTRFWTAYQGKVLLTGQTPS 
AELSNRAKQIASGVDGVTEVYNEMRLGKPVDLST 
ASMDTWITTKVRSQLLTSDSVKSS 
NVKVTTENGEVFLLGLVTQQEAQSAAQIASKVSG 
VKHVTTAFTIVK" 

gene complement ( 130944 .. 1316 /gene="mtgA" 

69) 

/loeus-tag="y0124" 
CDS complement (130944. .1316 /gene="mtgA" 



/Iocus-tag="y0124" 
/note="residues 17 to 241 of 241 
are 72.44 pet identical to 
residues 18 to 242 of 242 from E. 

coli K12 : B3208" 

/codon-start=l 

/transl-table=ll 

/product = "putative peptidoglycan 
enzyme " 

/protein-id="AAM83718 . 1" 
/db-xref="GI: 21956789" 
/translation="MI S VRRGF S QL WYWGKRG VI 
G I I ALWMAG I L I FAFLPVPF SMVM 
lERQLGAWLTGDFAYVAHSDWVPMDEISPYMALA 
VMAAEDQKFPDHWGFDVGAIESAL 
SHNQRNQKRIRGASTLSQQTAKNVFLWDGRSWVR 
KGLEVGLTAGIELIWTKRRILTVY 
LN I AEFGNG I FGVEAAARHFFNKPASKL S ASE AA 
LLAAVLPNPLRFKVNAPSGYVISR 
QQWILRQMHQLGGKTFLQENTLD" 
gene complement ( 131666 .. 1323 /locus-tag="y0125" 

19) 

CDS complement (131666. .1323 /locus-tag="y0125" 

19) 

/f unction="putative factor" 
/note="residues 1 to 217 of 217 
are 63.59 pet identical to 
residues 4 to 220 of 220 from E. 
coli K12 : B3209; residues 1 to 
217 of 217 are 65.89 pet identical 
to residues 1 to 217 of 217 from 
GenPept : >emb | CAD078 44 . 1 | 
(AL627278) conserved hypothetical 
protein [Salmonella enterica 
subsp. enterica serovar Typhi]" 
/codon-start=l 
/transl-table=ll 
/product="sigma cross-reacting 
protein 27A (SCRP-27A)" 
/protein-id="AAM83719 .1" 
/db-xref="GI: 21956790" 
/translation="MKTVGWLSGCGVLDGAEIH 
ESVLTMLALDRAGAEVLFFAPDKP 
QLHVINHITGEIVAEERNVLVESARIARGLITPL 
SAADPEVLDAL I VPGGFGAAKNLC 
DFAIKGGECSVEPDLYKLIQLMHKSGKPIGLMCI 
SPVMLPKLLGKPIRLTIGNDPDTI 
DAIEIMGGEHVICPADDWIDLENKWTTPAYML 
AGS I SEAAKGI DKLVTKVLDLTE " 
gene complement ( 132561 .. 1348 /gene="arcB" 

97) 

/locus-tag="y0126" 
CDS complement (132561. .1348 /gene="arcB" 

97) 

/locus-tag="y0126" 
/function=" enzyme; global 
regulatory functions" 
/note="sensor for arcA; residues 1 
to 778 of 778 are 75.92 pet 
identical to residues 1 to 776 of 
776 from E. coli K12 : B3210; 



residues 1 to 778 of 778 are 77.33 

pet identical to residues 1 to 778 

of 778 from GenPept : 

>gb|AAL22197.1 I (AE008853) sensory 

histidine kinase in two-component 

regulatory system with ArcA, 

senses redox conditions 

[Salmonella typhimurium LT2]" 

/codon-start=l 

/transl-table=ll 

/product="aerobic respiration 

sensor-response protein; histidine 

protein kinase/phosphatase" 

/protein-id="AAM83720 . 1" 

/db-xref="GI: 21956791" 

/translation="MKQIRVLAQYYVDLMVKLGL 

VRFSLLLASALVLLAMWQMAVTF 

VLRGSVETLDLVRSIFFGLLITPWAVYFLSWVE 

QLEESRQRLSRLVDKLEVMRHRDL 

ELNKQLTENITQLNQEIVEREKAEKAHLQWDKL 

KEEMGHREQAQIELGQQSALLRSF 

LDASPDLVYYRNEDNEFSGCNRAMELLTGKSEKQ 

LVGLTPKDVYAPDIAEKVMETDEK 

VFRHNVSLTYEQWLVYPDGRKACFELRKVPFYDR 

VGKRHGLMGFGRDITERKRYQDAL 

ENASRDKTTFISTISHELRTPLNGIVGLSRILLD 

TELDAEQLKYLKTIHVSAITLGNI 

FNDIIEMDKLERRKVQLDNQPVDFTGFMADLENL 

SGLLVQPKGLKFIMEPQLPLPEKV 

lADGTRLRQILWNLIGNAVKFTQQGKIWRVRRE 

GNDRLIFEVEDSGMGIPEDEQDKI 

FAMYYQVKDRNGGRPATGTGIGLAVSKRLAQSMG 

GDITVKSTQGVGSCFTLTIKAPAV 

QEASNAPSGDDMPLPALHVLLVEDIELNVIVARS 

VLEKLGNSVDVAMNGHDALAMFNP 

EDFDLVLLDIQLPDMSGLDIARQIRAEYGKQSLP 

P L VAL T AN VL K DKKE Y L D AGMD D V 

L S KP L S VP AL TAMIKQFWDSKPS S AVQKQE HK VM 

QTHESLLDTTMLEQYIDLVGPQLI 

HQSLEMFEQMMPGYLAVLDSNMTARDQKGITEEA 

HKIKGAAGSVGLRHIQQLAQQIQT 

PTLPAWWDNVQDWVDELKLEWRNDVQVLREWAAE 

VEKK" 

gene complement ( 135161 .. 1361 /locus-tag="y0127" 

50) 

CDS complement (135161. .1361 /locus-tag="y0127" 

50) 

/note="residues 23 to 323 of 329 
are 78.73 pet identical to 
residues 1 to 301 of 309 from E. 
coli K12 : B3211" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83721 . 1" 

/db-xref="GI:21956 793" 

/translation="MLLGRNANGFGYGLFLTGSA 

KIMQLQQLVNMFGADLQRRYGEKI 

HKLTLHGGFSCPNRDGTLGRGGCTFCQVASFADE 

QMQQQSITQQLAIQAKKANRANRY 

LAYFQAYTSTYAEVNALAAMYQQALCEADIVGLC 

VGTRPDCVPDAVLDLLSSYQQQGY 



EVWLELGLQTANDKTLKRINRGHDFACYQQTARR 

ARARGLKVCCHLIVGLPGEDRAQG 

RETLEKWTTGVDGIKLHPLHIVEGSTMAKAWRA 

GRLTALALEDYVLTAGEMIRHTPA 

EWYHRISASARRPTLLAPLWCENRWTGMNELNN 

YLLQHGVQGTAIGDAYCYR" 

gene 136757 .. 141364 /gene="gltB" 

/locus-tag="y012 8" 

CDS 136757. .141364 /gene="gltB" 

/locus-tag= "y012 8" 

/function="enzyme; central 

intermediary metabolism: Pool, 

multipurpose conversions" 

/note="residues 43 to 1535 of 1535 

are 87.55 pet identical to 

residues 24 to 1517 of 1517 from 

E. coli K12 : B3212; residues 51 

to 1535 of 1535 are 89.23 pet 

identical to residues 1 to 1486 of 

1486 from GenPept : 

>gb|AAK94787.1 I (AY035435) 

glutamate synthase large subunit 

[Klebsiella aerogenes] " 

/codon-start=l 

/transl-table=ll 

/product="glutamate synthase, 

large subunit" 

/protein-id="AAM83722 .1" 

/db-xref="GI: 21956794" 

/translation=" MKT I TRGHWRRAEKQ I CRKA 

RVCQPTLSDINMSFTSWFVRVSQS 

LGRFTDMLYDQSQERDNCGFGLIAHIEGEPSHKV 

VRTAI HALARMQHRGAI LADGKTG 

DGCGLLLQKPDHFFRMVAEERGWRLAKNYAVGMM 

FLSQDEELAKASRRIVEEELQNET 

LSIVGWREVPTNPDVLGEIALSSLPRIEQIFVNA 

PAGWRSRDMERRLFVARRRIEKRI 

SDKDFYACSFSNLVTIYKGLCMPADLPRFYLDLA 

DLRLESAICLFHQRFSTNTVPRWP 

LAQPFRYLAHNGE INT I AGNRQWAKARAYKFKTP 

LIPDLQDAAPFVNETGSDSSSLDN 

MLELFLSGGMDLIRAMRLLVPPAWQNNPDMDTDL 

RAFFDFNSMHMEPWDGPAGIVMSD 

GRYAACNLDRNGLRPARYVITKDKLITCASEVGI 

WDYQPDEWEKGRVGPGELMVIDT 

RSGKILHSAETDNDLKSRHPYKEWMEKNVKRLVP 

FEDLPEEQVGSRQLDDSQLETYQK 

QFGYSNEELDQIIRVLGENGQEATGSMGDDTPFA 

VLSSGPRIIYDYFRQQFAQVTNPP 

IDPLREAHVMSLATSIGREMNVFCEAEGQAHRLS 

FKSPILLYSDFQQLTTLEGEHYRA 

DRLDLTFNPAENDLEQAVLSLCDEAERKVRDGAV 

MLVLSDRAIAPNRLPVPAPMAVGA 

IQTRLVDKSLRCDANIIVETASARDPHHFAVLLG 

FGATAI YP YLAYE S L AKL VD S QAI 

DKKYRDVMLNYRNG I NKGL YK I MS KMG I S T VAS Y 

RCAKLFEAVGLHRDLSDLCFQGW 

SRIGGASFSDFQQDLQNLSKRAWLKRKPLDQGGL 

LKFVHNGEYHAYNPDWSTLQKAV 

HSGEYSDYQAYAKLVNERPIATLRDLLAIKPQGT 

PIPVDQVEPAESLFKRFDTAAMSI 

GALSPEAHESLAIAMNSLGGFSNSGEGGEDPARY 



GTNKVSRIKQVASGRFGVTPAYLV 
NADVIQIKVAQGAKPGEGGQLPGDKVTPYIAKLR 
YSVPGVTLISPPPHHDIYSIEDLA 
QLIFDLKQVNPKAMISVKLVSEPGVGTIATGVAK 
AYADLITIAGYDGGTGASPLSSVK 
YAGCPWELGLVETQQALVANGLRHKIRLQVDGGL 
KTGVDIVKAAILGAESFGFGTGPM 
VALGCKYLRICHLNNCATGVATQDEKLRRDHYHG 
LPERWNYFHFIARETREIMAELG 
VSQLVDLIGRTDMLLELDGISAKQNKLDLSPMLK 
TATPHPGKALYCTESNPPFDKGLL 
NKELLSQAEPYIEAKQSKTFYFDIRNTDRSVGAA 
L SGAI ATKHGDQGLATDP I KAYF S 
GTAGQSFGVWNAGGVELMLTGDANDYVGKGMAGG 
RIAVRPPVGSNFRSHEASIIGNTC 
LYGATGGKLFAAGRAGERFAVRNSGAITWEGIG 
DNGCEYMTGGIVCVLGRTGINFGA 
GMTGGFAYVLDEDGEFRKRVNPELV 
EVLDVEQLAIHEEHLRGLITEHVQLTGSSRGEE 
ILANWPEWVTKFALVKPKSSDVKALLGHRSRSAA 
ELRVQAQ" 



/locus-tag="y0129" 
/function="enzyme; central 
intermediary metabolism: Pool, 
multipurpose conversions" 
/note="residues 1 to 472 of 472 
are 84.32 pet identical to 
residues 1 to 472 of 472 from E. 
coli K12 : B3213; residues 1 to 
472 of 472 are 84.74 pet identical 
to residues 1 to 472 of 472 from 
GenPept : >gb | AAK94788 . 1 | 
(AY035435) glutamate synthase 
small subunit [Klebsiella 
aerogenes] " 
/ codon-start=l 
/transl-table=ll 
/product="glutamate synthase, 
small subunit" 
/protein-id="AAM83723 .1" 
/db-xref="GI :21956 795" 
/translation="MSQNVYQFIDLQRVDPPKKP 
LKIRKIEFVEIYEPFSETQAKAQA 
DRCLSCGNPYCEWKCPVHNYIPNWLKLANEGRIM 
EAADLAHQTNSLPEVCGRVCPQDR 
LCEGSCTLNDEFGAVTIGNIERYISDKAIAMGWK 
PDMSHVHPTGKRVAVIGAGPAGLA 
CADVLARNGVQAWFDRHPEIGGLLTFGIPAFKL 
EKEVMIKRRKIFSEMGIEFQLNTE 
VGKDITMEALLKDYDPVFLGVGTYQSMRGGLENE 
EANGVYDALPFLIANTKQLMGYEA 
TAHEPYINMQGKRVWLGGGDTAMDCVRSSIRQG 
AT D WC AYRRD E VNMP G S KRE VKN 
AREEGVEFKFNLQPLSIEVNSNGKVCGVRMVRTQ 
LGAPDAQGRRMAEQIPGSEHVLPA 
DAWMAFGFRPHSMEWLAAHDVKLDKQGRVIAPE 
STDNAFQTSNPKIFAGGDIVRGSD 
LWTAIAEGRKAADGIMNYLEV" 



CDS 



gene 



141374. .142792 



141374. .142792 



/gene="gltD" 
/locus-tag="y0129" 
/gene="gltD" 



gene 



143233. .143718 



/locus-tag="y0130" 



143233. .143718 /locus-tag="y0130" 

/note="residues 22 to 72 of 161 
are 33.33 pet identical to 
residues 2690 to 2740 of 3744 from 
GenPept : >gb | AAB68923 . 1 | (U00060) 
Tralp [ Saccharomyces cerevisiae] " 
/ codon-start=l 
/transl-table=ll 
/product =" hypothetical" 
/protein-id="AAM83724. 1" 
/db-xref="GI: 21956 796" 
/translation="MKFHLPFIVGGLLAMSSSAF 
AMS LN YQE VG YN I EARGARAWAE 
LEKSGQLPAVENNIKLGDDNWIAMAPKLASAGNP 
KFTEGVKS AL S SAL I YNPAAVLKA 
VSGSKILTLSDVCTAPIDVKDSEAKANFQQRASR 
TLLTIKNSDMAGPRDSCLAELKKL S" 

complement ( 143871 . .1443 /gene="sspB" 

86) 

/locus-tag="y0131" 
complement ( 143871 . .1443 /gene="sspB" 
86) 

/locus-tag="y0131" 
/function="regulator; global 
regulatory functions" 
/note="residues 1 to 171 of 171 
are 72.51 pet identical to 
residues 1 to 165 of 165 from E. 
coli K12 : B3228" 
/ codon-start=l 
/transl-table=ll 
/product=" stringent starvation 
protein B" 

/protein-id="AAM83725 . 1" 

/db-xref="GI:21956 79 7" 

/translation="MEMSDMSPRRPYLLRAFYEW 

LIDNQLTPHLVVDVTRPGVSVPME 

FARDGQIVLNVAPRAVGNLELSNDDVRFNARFGG 

VPRQVTVPIAAVMAIYARENGSGT 

MFEPEAAYDADADGNFEGIEGKENETAPTESLML 

VTDDTRVEQDDDNSPDDKPPQPPR 

SGGRPALRWK" 

complement (144392 . .1450 /gene="sspA" 
33) 

/ locus-tag="y0132" 
complement (144392. .1450 /gene="sspA" 
33) 

/locus-tag="y0132" 
/f unction="regulator ; global 
regulatory functions" 
/note="residues 1 to 209 of 213 
are 83.73 pet identical to 
residues 1 to 209 of 212 from E. 
coli K12 : B3229; residues 1 to 
213 of 213 are 100.00 pet 
identical to residues 1 to 213 of 
213 from GenPept : 
>emb|CAC92790.1 I (AJ414157) 
putative stringent starvation 
protein A [Yersinia pestis] " 
/codon-start=l 
/transl-table=ll 



/product="regulator of 
transcription; stringent 
starvation protein A" 
/protein-id="AAM83726 .1" 
/db-xref="GI : 21956798" 
/translation="MAVAANKRSVMTLFSGPTDI 
FSHQVRIVLAEKGVSVEIEQVEAD 
NLPQDLIDLNPYRTVPTLVDRELTLYESRIIMEY 
LDERFPHPPLMPVYPVARGSSRLM 
MHRIEHDWYSLLYKIEQGNAQEAEAARKQLREEL 
LSIAPVFNETPFFMSEEFSLVDCY 
LAPLLWRLPVLGIEFTGAGSKELKGYMTRVFERD 
AFLASLTEAEREMHLKTRS " 
gene complement ( 145407 .. 1458 /gene="rpsl" 

05) 

/locus-tag="y0133" 
CDS complement (145407. .1458 /gene="rpsl" 

05) 

/locus-tag="y0133" 

/ f unction=" structural component ; 

ribosomal proteins - synthesis, 

modification" 

/note="residues 3 to 132 of 132 
are 92.30 pet identical to 
residues 1 to 130 of 130 from E. 
coli K12 : B3230; residues 3 to 
132 of 132 are 93.07 pot identical 
to residues 1 to 130 of 130 from 
GenPept : >gb | AAL22213 . 1 | 
(AE008854) 30S ribosomal subunit 
protein S9 [Salmonella typhimurium 
LT2] " 

/codon-start=l 
/transl-table=ll 
/product="30S ribosomal subunit 
protein S9" 

/protein-id="AAM83727 . 1" 
/db-xref="GI: 21956800" 
/translation="MAMAENQYYGTGRRKSSSAR 
VFLKPGSGKIVINQRSLEVYFGRE 
TARMWNQPLELVDMVTKFDMYITVKGGGISGQA 
GAIRHGITRALMEYDESLRGELRK 
AGFVTRDAREVERKKVGLRKARRRPQF SKR " 
gene complement ( 145814 .. 1462 /gene="rplM" 

57) 

/locus-tag="y0134" 
CDS complement (145814. .1462 /gene="rplM" 

57) 

/locus-tag="y0134" 

/function=" structural component; 

ribosomal proteins - synthesis, 

modification" 

/note="residues 6 to 147 of 147 
are 95.07 pet identical to 
residues 1 to 142 of 142 from E. 
coli K12 : B3231" 
/ codon-start=l 
/transl-table=ll 
/product="50S ribosomal subunit 
protein L13" 

/protein-id="AAM83728 . 1" 
/db-xref="GI: 21956801" 



/translation="MGKLLMKTFTAKPETVKRDW 

YWDASGKTLGRLATELARRLRGK 

HKAEYTPHVDTGDYIIVLNAEKVAVTGNKRTDKI 

YYHHTGFVGGIKQATFEEMIARRP 

ERVIEIAVKGMLPKGPLGRAMYRKLKVYAGTEHN 

HAAQQPQVLDI" 

gene complement ( 146556 .. 1476 /locus-tag="y0135" 

95) 

CDS complement (146556. .1476 /locus-tag="y0135" 

95) 

/note="residues 5 to 378 of 379 

are 64.97 pet identical to 

residues 1 to 373 of 375 from E. 

coli K12 : B3232; residues 5 to 

379 of 379 are 66.66 pet identical 

to residues 1 to 374 of 374 from 

GenPept : >gb | AAL22215 . 1| 

(AE008854) putative ATPase 

[Salmonella typhimurium LT2]" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83729 .1" 

/db-xref="GI: 21956802" 

/trans lation="MRINMQQSSPITLYQQALDA 

Gfn± .EE'E'^^FFA^'ARLETIYQALN 

Q 1 ^ir T Ei-A._A.^ LRNRLGRLFGKPARRPPVSPVQG 

LYMWGGVGRGKTWLMDLFFHSLPG 

ERKLRLHFHRFMLRVHQELTELQGHENPLEIVAD 

GFKAQTDVLCFDEFFVSDITDAML 

LATLLEALFARGITLVATSNIPPDNLYHNGLQRG 

RFLPAIALIKQHCEVMNVDAGIDY 

RLRTLTQANLYLTPLNSQTEQAMAAIFVKLAGKE 

GGKATVLEVNHRPLPAICVAEGVL 

AVDFHTLCEEARSQLDYIALSKRYHTVLLHNVRC 

MAARDENTARRFLALVDEFYERRV 

KLIIAAEASMFEIYSGERLKFEYQRCLSRLQEMQ 

SEEYLSLPHLP" 

gene 147907 .. 148311 /locus-tag="y0136" 

CDS 147907. .148311 /locus-tag="y0136" 

/note="residues 1 to 127 of 134 
are 80.31 pet identical to 
residues 3 to 128 of 134 from E. 
coli K12 : B3233; residues 1 to 
127 of 134 are 80.31 pet identical 
to residues 3 to 128 of 134 from 
GenPept : >gb | AAL22216 . 1 | 
(AE008854) putative periplasmic 
protein [Salmonella typhimurium 
LT2] " 

/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83730 . 1" 
/db-xref="GI :21956 8 03" 
/translation="MTWEYALIGLWGWIGAVA 
MRFGNRKLRQQQVLQNELEKSKTD 
LEEYRQELVGHFARSAELLDNMARDYRQLYQHMA 
KSSNNLLPDLPLQDNPFRYRLTES 
EADNDQAPVKLPPRDYSEGASGLLRPEHQNRD" 
gene 148564 .. 149955 /gene="degQ" 

/locus-tag="y0137" 



CDS 148564. .149955 /gene="degQ" 

/locus-tag="y0137" 

/function="enzyme; degradation of 

proteins, peptides, glyco" 

/note="residues 7 to 463 of 463 

are 72.05 pet identical to 

residues 1 to 455 of 455 from E. 

coli K12 : B3234; residues 7 to 

463 of 463 are 72.92 pet identical 

to residues 1 to 455 of 455 from 

GenPept : >gb | AAL2221 7 . 1 | 

(AE008854) serine endoprotease 

[Salmonella typhimurium LT2]" 

/codon-start=l 

/transl-table=ll 

/product="serine endoprotease" 

/protein-id="AAM83731 . 1" 

/db-xref="GI: 21956804" 

/translation="MREFKSMKKTSLLLSALAIS 

VGLGLASVPMVSAAALPAAVAGQT 

LPSLAPMLEKVLPAWSVHVSGSQAQQQRLPEEF 

KFFFGPNAPSGKESSRPFEGLGSG 

VIINAEKGYILTNNHVINNADKIRVQLNDGREYD 

AKLLGRDEQTDIALLQLTDAKNLT 

AIKIADSDNLRVGDFAVAVGNPFGLGQTATSGII 

SALGRSGLNLEGLENFIQTDASIN 

RGN SGGAL VNL DGELIGINTAI L APGGGN I G I GF 

AIPSNMAQNLSQQLIEFGEVKRGL 

LGIRGSEMTADIAKAFNIDAQRGAFVSEVLPKSA 

AAKAGIKPGDVLISVDGKKISSFA 

ELRAKVGTTGPGKTIKIGLLREGKPLEVSVTLDN 

SSSTSTSAENLSPSLQGASLSNGE 

LKDGSKGIKVDSVTKGSPAAQSGLQKDDVIIAVN 

RERVKDIAELRKAIEAKPAVIALN 

IVRGEDNIYLLIR" 

repeat-region complement ( 149966 .. 1506 /note=" insertion element" 
75) 

/ insert ion-seq=" I S1541a" 
gene complement ( 150072 .. 1505 /locus-tag="y0138" 

81) 

CDS complement (150072. .1505 /locus-tag="y0138" 

81) 

/f unction=" IS and transposon 
related functions" 
/note="IS1541a; residues 1 to 169 
of 169 are 99.40 pet identical to 
residues 1 to 169 of 169 from 
GenPept : >gb | AAC826 73 . 1 | 
(AF074611) transposase [Yersinia 
pestis] " 
/codon-start=l 
/transl-table=ll 
/product=" putative transposase" 
/protein-id="AAM83732 .1" 
/db-xref="GI :21956 8 05" 
/translation="MRSGNCKCSTRNQKGVPMRD 
EKSLAHTRWNCKYHIVFAPKYRRQ 
VF YREKRRAI G S I LRKLCEWKNVN I LE AECC VDH 
IHMLLEIPPKMSVSGFMGYLKGKS 
SLMLYEQFGDLKFKYRNREFWCRGYYVDTVGKNT 
ARIQEYIKHQLEEDKMGEQLSIPY 
PGSPFTGRK" 



gene 150756 .. 151844 /gene="degS" 

/locus-tag="y0139" 

CDS 150756. .151844 /gene="degS" 

/locus-tag="y0139" 

/function="enzyme; degradation of 
proteins, peptides, glyco" 
/note="residues 1 to 349 of 362 
are 71.22 pet identical to 
residues 1 to 350 of 355 from E. 
coli K12 : B3235" 
/codon-start=l 
/transl-table=ll 
/product="protease" 
/protein-id="AAM83733 .1" 
/db-xref="GI: 21956806" 
/translation="MFLKLLRSIILGLIVAGILL 
VALPMLRSPGYLFSGKSNNVNEEV 
PT S YNQAVRRAAPAWNVYNRS L S ATQQGLAI RT 
LGSGVIMSDKGYILTNKHVINDAE 
QIIVAMQNGRI SEALLVGSDNLTDLAVLKIDATN 
LPVIPININRTPHIGDWLAIGNP 
YNLGQTVTQGIISATGRIGLSSSGRQNFLQTDAS 
INQGNSGGALVNTLGELMGINTLS 
FDKSNNGETPEGIGFAIPTALATKVMEKLIRDGR 
VIRGYIGITGEEYPPFNANDNGSD 
RVHG I KVKKVS P DGP AAQAG I HVGD 1 1 LNVNNKP 
AT S VI E TMDQVAE VRPGT T I P VL L 
LRNGQQIAVQITITELDQNEMLTTQAAD" 
gene complement ( 152025 .. 1532 /gene="murA" 

87) 

/locus-tag="y0140" 
CDS complement (152025. .1532 /gene="murA" 

87) 

/locus-tag="y0140" 

sacculus, peptidoglycan" 
/note="first step in murein 
biosynthesis; residues 1 to 420 of 
420 are 88.80 pet identical to 
residues 1 to 419 of 419 from E. 
coli K12 : B3189; residues 1 to 
420 of 420 are 100.00 pet 
identical to residues 1 to 420 of 
420 from GenPept : 
>emb|CAC92798 . 1 I (AJ414157) 
UDP-N-acetylglucosamine 
1-carboxyvinyltransf erase 
[Yersinia pestis] " 
/ codon-start=l 
/transl-table=ll 
/produet="UDP-N-glueosamine 
1-carboxyvinyltransf erase" 
/protein-id="AAM83734 . 1" 
/db-xref="GI : 21956807" 
/translation="MDKFRVQGRTRLSGEVTISG 
AKNAALP I L F AAL L AE E P VE L QN V 
PKLKDIDTTIKLLSQLGTKIERNNGSVFVDASAV 
NEFCAPYDLVKTMRASIWALGPLV 
ARFGQGQVSLPGGCAIGARPVDLHITGLEQLGAE 
IKLEEGYVKASVNGRLKGAHIVMD 
KVSVGATVTIMSAATLAEGTTVIENAAREPEIVD 
TANFLNTLGAKISGAGTDRITIEG 



gene complement ( 153441 . . 

04) 

CDS complement ( 153441 . . 

04) 



gene complement ( 153842 . . 

44) 

CDS complement (153842. . 

44) 



gene complement ( 154180 . . 

03) 

CDS complement (154180. . 

03) 



VTRLGGGVYRVLPDRIETGTFLVAAAISGGKVVC 
RQTRPDTLDAVLAKLREAGADIEV 
GDDWISLDMQGKRPKAITFRTAPHPGFPTDMQAQ 
FSLLNLVAEGTGVITETIFENRFM 
HVPEL I RMGAH AE I E SNTVI C YGVEQL SGAQVMA 
TDLRASAS LVL AGO I AEGVT I VDR 
lYHIDRGYERIEDKLRALGAKIERVKGE" 
1537 /locus-tag="y0141" 

1537 /locus-tag="y0141" 

/note="residues 4 to 87 of 87 are 
80.95 pet identical to residues 6 
to 89 of 89 from E. coli K12 : 
B3190; residues 4 to 87 of 87 are 
80.95 pet identical to residues 6 
to 89 of 89 from GenPept : 
>gb|AAG5832 4.1 IAE005547-10 
(AE005547) orf, hypothetical 
protein [Escherichia coli 0157 :H7 
EDL933] " 
/ codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="AAM83735.1" 
/db-xref="GI: 21955808" 
/translation="MNLMDTNEIKDVLMNALALQ 
EAHVTGDGSHFQVIWGELFADMN 
RVKKQQAVYAP LME Y I ADNRI HAL S I KAYTPQEW 
QRDRKLNGF" 
1541 /locus-tag="y0142" 

1541 /locus-tag="y0142" 

/note="residues 1 to 90 of 100 are 
43.33 pet identical to residues 33 
to 122 of 129 from E. coli K12 : 
B3191; residues 1 to 90 of 100 are 
43.33 pet identical to residues 33 
to 122 of 129 from GenPept : 
>gb|AAG58325.1 IAE005547-11 
(AE005547) yrbB gene product 
[Escherichia coli 0157:H7 EDL933]" 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83736 .1" 
/db-xref="GI: 21956809" 
/translation="MAGELSWQSLQETLVLQGEL 
DRETLLPLWQQRETLLADKSRIDV 
SQLQRVDSSGLALLVHFRELQSQRGHSLEIIGIS 
NRLATLIELYNLQQIIPVETAS " 
1548 /locus-tag="y0143" 

1548 /locus-tag="y0143" 

/note="residues 1 to 207 of 207 
are 77.51 pet identical to 
residues 1 to 209 of 211 from E. 
coli K12 : B3192; residues 1 to 
207 of 207 are 77.51 pet identical 
to residues 1 to 209 of 211 from 



GenPept : >gb | AAL22179 . 1 | 
(AE008852) putative ABC 
superfamily (atp and memb) , 

transport protein [Salmonella 
typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83737.1" 

/db-xref="GI: 21956810" 

/translation="MFKRLFMVALLAIAPLVHAV 

DQSNPYRLMDEAAKKTFTRLKNEQ 

PKIKQNPDYLRTIVREELLPFVQIKYAGALVLGS 

YYKDATPAQREAYFNAFGKYLEQA 

YGQALALYHGQTYDVAPDQPLGDANIVAIRVTIL 

DPSGRPPVRLDFQWRKNSQTGNWQ 

AYDMIAEGVSMISTKQNEWASILRQKGVDGLTQQ 

LLSAAKQPITLDK" 

gene complement ( 154816 .. 1553 /locus-tag="y0144" 

88) 

CDS complement (154816. .1553 /locus-tag="y0144" 

88) 

/note="residues 6 to 178 of 190 
are 71.67 pet identical to 
residues 1 to 170 of 183 from E. 
coli K12 : B3193; residues 6 to 
184 of 190 are 67.59 pet identical 
to residues 1 to 179 of 183 from 
GenPept : >gb | AAL22 1 8 0 . 1 | 
(AE008852) putative ABC 
superfamily (bind-prot) transport 
protein [Salmonella typhimurium 
LT2] " 

/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83738 . 1" 
/db-xref="GI: 21956811" 
/translation="MGTESMQTKKSEVWVGMFIL 
lAILAVIFLCLKVADIKSVGNQPT 
YR I YANF DN I GGLKNH S P VK I GGVWGRVAE I T L 
DTKNYTPRVAIDIQQRYNHIPDTS 
SLAVRTSGLLGEQFLALNVGFEDPEMGTSILKDG 
GTIQDTKSALVLEDLIGQFLYKSS 
GDSPAVSETAPATETAAPQAAVPSLPAQHP" 
gene complement ( 155378 .. 1561 /locus-tag="y0145" 

60) 

CDS complement (155378. .1561 /locus-tag="y0145" 

60) 

/note="residues 1 to 260 of 260 

are 82.69 pet identical to 

residues 1 to 260 of 260 from E. 

coli K12 : B3194" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83739 .1" 

/db-xref="GI: 21956812" 

/translation="MLVKSLASLGRRGINVCASF 

GRAGLMLFNALVGRPEPRKQWPLL 

IKQLYSVGVQSLLIIWSGLFIGMVLGLQGFLIL 

TTYSAEASLGMMVSLSLLRELGPV 



gene 
CDS 



complement (156378 , 
96) 

complement (156378 , 
96) 



157461. .158435 
157461. .158435 



158459. .159532 
158459. .159532 



VTALLFAGRAGSALTAEIGLMKATEQISSLEMMA 
IDPLRRWAPRFWAGLISMPLLTA 
I F VAVG I WGG S WGVDWKG IDS GFF WS AMQNAVE 
WRTDLLNCLIKS L VF AL T VT W I AL 
FNGYDAVPTSEGISRATTRTWHSSLAVLGLDFV 
LTALMFGN" 
.1571 /locus-tag="y0146" 

.1571 /locus-tag="y0146" 

/f unction="putative transport" 

/note="residues 4 to 269 of 272 

are 78.19 pet identical to 

residues 1 to 266 of 269 from E. 

coli K12 : B3195" 

/codon-start=l 

/transl-table=ll 

/product="putative ATP-binding 

component of ABC transport system" 

/protein-id="AAM83740 .1" 

/db-xref="GI: 21956814" 

/translation="MKQLASNVMNLIEIRGMSFT 

RGERLIFADINMTVPRGKVTAIMG 

PSGIGKTTLLRLIGGQLAPDTGEIWFDGDNIPAL 

SRQRL YDVRKKMSMLFQ S GALF T D 

LTVFENVAFPLREHSRLPEELLHSTVMMKLEAVG 

LRGAANLMPAE L S GGMARRAAL AR 

AI ALDPEL IMFDEPFVGQDP I TMGVLVKL I DELN 

HALGVTCVWSHDVPEVLS lADYA 

YIVADQHVIAEGTPEQLQTNSDMRVRQFLDGIAD 

GPVPFRFPAGDYKTELLYPK" 

/locus-tag="y0147" 

/locus-tag="y0147" 

/note="residues 1 to 318 of 324 

are 60.59 pet identical to 

residues 1 to 318 of 325 from E. 

coli K12 : B3196; residues 1 to 

318 of 324 are 63.52 pet identical 

to residues 1 to 318 of 325 from 

GenPept : >emb | CAD07831 . 1 | 

(AL627278) putative membrane 

protein [Salmonella enterica 

subsp. enterica serovar Typhi]" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83741 .1" 

/db-xref="GI: 21956815" 

/translation="MFLAITLLIIGLVLLVYGAD 

RLVYGAAVLSRSFGVPPLIIGMTI 

VGIGTSLPELIVSVTAALNGQTDMAVGNVLGSNI 

TNLLLIVGGAALIRPLIVRSEILR 

RELPLMLWTALCGFLLADNHLSRGDGVILLLAA 

AAFIVLMLKIARLAHAEGNDILTR 

EQLSELPQDSSTTVALLWLVLAFIILPLSAKMII 

DNATVIARVAGVSELVIGLTVIAI 

GTSLPELATFIAGALKGENDIAVGNIIGSNIFNI 

VIVLGVPALLSPGEINPEAFQRDY 

WVMLAVSWFTLLCLGRKHRIGHLAGALLLCGFI 

TYLAVLFFAPISAL" 

/locus-tag="y0149" 

/locus-tag="y0149" 



/note="residues 30 to 357 of 357 
are 77.43 pet identical to 
residues 1 to 328 of 328 from E. 
coli K12 : B3197; residues 30 to 
357 of 357 are 78.65 pet identical 
to residues 1 to 328 of 328 from 
GenPept : >gb | AAL22184 . 1 | 
(AE008852) putative polysialic 
acid capsule expression protein 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/product="putative isomerase" 
/protein-id="AAM83742 .1" 
/db-xref="GI: 21956816" 
/translation="MLRKAWSESNQHTYSVKDDG 
NTNIGRILSMSTFDLQPGVDFQQA 
GKQVLQIEREGLAQLDQYINEDFSRACEAIFRCH 
GKVWMGMGKS GH I GCKI AATFAS 
TGTPAFFVHPGEASHGDLGMITPQDIVLAISNSG 
ESNEILTLIPVLKRQKILLICMSS 
NPESTMGKAADIHLCINVPQEACPLGLAPTTSTT 
ATLVMGDALAVALLKARGFTQEDF 
ALSHPGGALGRKLLLRISDIMHTGTEIPTVSPDA 
SLRDALLEITRKSLGLTVICDDSM 
RIKGIFTDGDLRRVFDMGIDLNNAKIADVMTRGG 
I RVPPN I LAVDALNLME SRH I TAL 
LVADGDQLLGWHMHDMLRAGW" 
gene complement ( 159121 .. 1594 /locus-tag="y0148" 

08) 

CDS complement (159121. .1594 /locus-tag="y0148" 

08) 

/note="residues 18 to 78 of 95 are 

32.78 pet identical to residues 

645 to 704 of 918 from GenPept : 

>gb|AAA33114.1 I (M33154) nitrate 

reductase [Cucurbita maxima] " 

/ codon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM83743 .1" 

/db-xref="GI: 21956817" 

/translation="MFGGTRIPPRVMTSAIFALF 

RSMPISNTRRKSPSVKIPLILIES 

SQITVKPRLFRVISSKASRNDASGLTVGISVPVC 

IISLIRSSNLRPSAPPG" 

gene 159781 .. 160344 /locus-tag="y0150" 

CDS 159781. .160344 /locus-tag="y0150" 

/note="residues 5 to 187 of 187 
are 77.04 pet identical to 
residues 6 to 188 of 188 from E. 
coli K12 : B3198" 
/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="AAM83744 . 1" 
/db-xref="GI : 21956818" 
/translation="MSNTAYIDTCYGPVADDVIQ 
RAAN I RL L I C D VDGVMS DGL I YMG 
NQGEELKAFNVRDGYG IRCLITSDI DVAI I TGRR 
AKLLEDRANTLGITHLYQGQSDKL 
VAYHELLATLQCQPEQVAYIGDDLIDWPVMAQVG 



160341. .160904 
160341. .160904 



160867. .161433 
160867. .161433 



161440. .162165 
161440. .162165 



LSVAVADAHPLLLPKAHYVTRIKG 

GRGAVREVCDL I LLAQDKLEGATGLS I " 

/locus-tag="y0151" 

/locus-tag="y0151" 

/note="residues 1 to 186 of 187 

are 55.91 pet identical to 

residues 1 to 185 of 191 from E. 

coli K12 : B3199" 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83745.1" 

/db-xref="GI: 21956819" 

/translation="MS KTRRW I T L VL AL I AL AL I 

GWNMSGFNQQGAPWADDNEPSSQ 

SQHTVTTVFNPVGQLNYKLVAEEVQNFSAKELTW 

FTKPVMTLFGDNAVATWTVRADRA 

KLTDDKMLYLYGHVEVDSLTADAQLKKIRTDNAQ 

VNLITQDVASDDEVTLFGIGFTSE 

GMRIRGNLRDKTAELIEKVKTSYEIQK" 

/locus-tag="y0152" 

/locus-tag="y0152" 

/note="residues 8 to 177 of 188 

are 69.76 pet identical to 

residues 1 to 172 of 185 from E. 

coli K12 : B3200; residues 8 to 

187 of 188 are 69.94 pet identical 

to residues 1 to 183 of 184 from 

GenPept : >gb | AAL22 1 8 7 . 1 | 

(AE008852) putative ABC 

superfamily (bind-prot) transport 

protein [Salmonella typhimurium 

LT2] " 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83746 .1" 

/db-xref="GI: 21956820" 

/translation="MKRLKPLMKSKNKISHLLLA 

CSLLAASLSAFALTGDTEQPAEVK 

SDKQTLDMETNTVTFIDNWIKQGTIEIKADKW 

VTRPGGDQSKMI lEGFGNPVTFYQ 

MQDSGKPVKGHGQKLRYEIANDFWLTGDAYLEQ 

LDSNIKGDRITYLVKKQQMEAFSD 

KGKRVTTVLLPSQLQDKGPAASGQKKSK" 

/locus-tag="y0153" 

/ locus-tag="y 0 1 53 " 

/f unction="putative transport" 

/note="residues 1 to 241 of 241 

are 88.79 pet identical to 

residues 1 to 241 of 241 from E. 

coli K12 : B3201; residues 1 to 

241 of 241 are 88.79 pet identical 

to residues 1 to 241 of 241 from 

GenPept : >gb | AAL22188 . 1 | 

(AE008852) putative ABC 

superfamily (atp-bind) transport 

protein [Salmonella typhimurium 

LT2] " 

/ codon-start=l 
/transl-table=ll 
/product="putative ATP-binding 



component of ABC transport system" 

/protein-id="AAM83747.1" 

/db-xref="GI:21956821" 

/translation=" MAT L I AEKL AKAYKGRKWE 

DVSLNVKSGEIVGLLGPNGAGKTT 

TFYMWGIVQRDAGRIVIDDEDISLLPLHERARR 

GIGYLPQEASIFRRLSVFNNLMAV 

LEIRKDLSAEQREERAEELMEEFHINHLRDSLGQ 

SLSGGERRRVEIARALAANPKFIL 

LDEPFAGVDPISVIDIKKIIKHLRDSGLGVLITD 

HNVRETLDVCERAYIVSQGHLIAH 

GTPQDILADEQVKRVYLGEEFRL" 

gene 162227 .. 163660 /gene="rpoN" 

/locus-tag="y0154" 

CDS 162227. .163660 /gene="rpoN" 

/locus-tag="y0154" 
/f unction="regulator ; global 
regulatory functions" 
/note="nitrogen and fermentation 
regulation; residues 1 to 477 of 
477 are 82.59 pet identical to 
residues 1 to 477 of 477 from E. 
coli K12 : B3202; residues 1 to 
477 of 477 are 82.38 pet identical 
to residues 1 to 477 of 477 from 
GenPept : >emb | CAA269 25 . 1 | 
(X03147) ntrA protein (aa 1-477) 
[Klebsiella pneumoniae] " 
/codon-start=l 
/transl-table=ll 

/product="RNA polymerase, sigma(54 
or 60) factor" 
/protein-id="AAM83748 .1" 
/db-xref="GI: 2 1955822" 
/translation="MKQGLQLKFSQQLAMTPQLQ 
QAIRLLQLSTLELQQEIQLALESN 
PLLEQTDLHEEIDAKETVDSESLDTREALEQKDM 
PEELPLDATWDEIYTAGTPSGMGN 
DYSDDELPVYQGETTQTLQDYLMWQVDLTPFTET 
DAAIATSIVDAVDDTGYLTVPLED 
ILESMGDENVALDEVEAVLKRIQHFDPIGVAARN 
LRECLLVQLSQYAKDTPYLAEARL 
IVSEYLDLLGNHDFRMMIRLSRLKEDTLKEAIAL 
IQSLDPRPGQS INTGESEYVIPDV 
LVRKEKGIWTVELNADSIPRLKVNQQYAAMGNSV 
RNDSDGQFIRSNLQEAKWLIKSLE 
SRNETLLKVARCIVEQQVEFFEKGAEFMKPMVLA 
DIAQAVDMHESTISRVTTQKFLHS 
PRGIFELKYFFSSHVNTDSGGEASSTAIRALVKK 
LVAAENPAKPLSDSKLTTLLCEQG 
IMVARRTVAKYRE S L S I PP SNQRKQLV" 
gene 163684 .. 163791 /locus-tag="y0155" 

CDS 163684. .163791 /locus-tag="y0155" 

/f unction="putative regulator; 
global regulatory functions" 
/note="residues 1 to 35 of 35 are 
94.28 pet identical to residues 1 
to 35 of 95 from GenPept : 
>gb|AAL22190.1 I (AE008852) 
putative sigma N modulation factor 
[Salmonella typhimurium LT2]" 
/ codon-start=l 



163798. .163971 
163798. .163971 



gene 
CDS 



164077. .164571 
164077. .164571 



164877. .165731 
164877. .165731 



/transl-table=ll 

/product="putative sigma-54 

modulation protein" 

/protein-id="AAM83749 .1" 

/db-xref="GI:21956823" 

/translation="MQLNITGHHVEITEALREFV 

TTKFAKLEQYFDRIN" 

/locus-tag="y0156" 

/locus-tag="y0156 " 

/f unction="putative regulator; 

global regulatory functions" 

/note="residues 1 to 57 of 57 are 

73.68 pet identical to residues 39 

to 95 of 95 from E. coli K12 : 

B3203; residues 1 to 57 of 57 are 

77.19 pet identieal to residues 39 

to 95 of 95 from GenPept : 

>emb|CAA34391.1 I (X16335) ORF95 

peptide (AA 1-95) [Klebsiella 

pneumoniae] " 

/eodon-start=l 

/transl-table=ll 

/produet="probable sigma-54 

modulation protein" 

/protein-id="AAM83750 .1" 

/db-xref="GI:21956 82 4" 

/translation="MVLSVE KVKQ I AE AT VHVNG 

GELHASSEQE DMYAA I D I L VDKL A 

RQLNKHKDKLKQH" 

/gene="ptsN" 

/loeus-tag="y0157" 

/gene="ptsN" 

/loeus-tag="y0157" 

/funetion="enzyme; transport of 

small molecules; amino acids, 

amines" 

/note="regulates N metabolism; 
residues 7 to 158 of 164 are 86.18 
pet identieal to residues 4 to 155 
of 163 from E. eoli K12 : B3204; 
residues 7 to 158 of 164 are 86.18 
pet identieal to residues 4 to 155 
of 163 from GenPept : 
>gb|AAG5833 8 . 1 | AE0 055 4 8-9 
(AE005548) phosphotransferase 
system enzyme IIA, regulates N 
metabolism [Escherichia eoli 
0157:H7 EDL933] " 
/ eodon-start=l 
/transl-table=ll 
/produet="phosphotransf erase 
system enzyme IIA" 
/protein-id="AAM83751 .1" 
/db-xref="GI :21956 825" 
/translation="MKDEMTNDPALQLSSVLNIE 
S TKS S VHC S S KKRALE USE L AAK 
QLNLPSQWFDAVLTRERMGSTGIGSGIAIPHGK 
LEEDTLRAVGVFIRLEQPIAFDAI 
DNQPVDLLFAL LVPADQCKTHLHTL S LVAKRL AD 
KTVCRRLRSAQSDDELYQIITELP PEIA" 
/loeus-tag="y0158" 
/loeus-tag="y0158" 



gene 
CDS 



165728. .166000 



165728. .166000 



gene 
CDS 



complement ( 165896 , 
47) 

complement ( 165896 , 
47) 



166338. .167273 



/note="residues 1 to 283 of 284 

are 94.34 pet identical to 

residues 1 to 283 of 284 from E. 

coli K12 : B3205" 

/codon-start=l 

/transl-table=ll 

/'product = " hypothetical protein" 

/protein-id="AAM83752 .1" 

/db-xref="GI: 21956826" 

/translation="MVLMIVSGRSGSGKSVALRA 

LEDMGFYCVDNLPWLLPQLASTL 

ADRNISAAVSIDVRNMPESPEVFEHAMTQLPDSF 

SPQLLFLDADRNTLIRRYSDTRRL 

HPLSAKNLSLESAIDEESDLLEPLRSRADLIIDT 

SEMSVHELAEMLRTRLLGKREREL 

TMVFESFGFKHGIPIDADYVFDVRFLPNPHWDPK 

LRPMTGLDKPVISFLDRHTEVHNF 

lYQTRSYLEQWLPMLETNNRSYLTVAIGCTGGKH 

RSVYVAEQLADYFRARGKNVQSRH RTLEKRKQ" 

/gene="ptsO" 

/locus-tag="y0159" 

/gene="ptsO" 

/locus-tag="y0159" 

/function="transport; transport of 
small molecules; Other" 
/note="nitrogen related, exchanges 
phosphate with Enzyme I, Hpr; 
residues 1 to 90 of 90 are 87.77 
pet identical to residues 1 to 90 
of 90 from E. coli K12 : B3206; 
residues 1 to 90 of 90 are 85.55 
pet identical to residues 1 to 90 
of 90 from GenPept : 
>gb|AAL22193.1 I (AE008853) NPr, 
phosphocarrier protein HPr-like 
NPr, nitrogen related, exchanges 
phosphate with Enzyme I 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 

/product=" phosphocarrier protein 
HPr-like NPr" 
/protein-id="AAM83 753 .1" 
/db-xref="GI :21956827" 
/translation=" MT VKQT VE I KNKLGMHARP A 
MKLFELVQSFDAEVMLRNDSGTEA 
EAS S VI ALLML DS AKGRQ I EVEATGVDE I QAL AA 
VIELFNSGFDED" 
.1661 /locus-tag="y0160" 

.1661 /locus-tag="y0160" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83754 . 1" 

/db-xref="GI:2195682 8" 

/translation="MHWQQNIGGFSSFPPANCG 

ELYSRLISLQGVKIVFFVLSKRLP 

TLRAPLIFVKSRIKQLDNRCQCLNFINPGCFNLY 

LAAFG" 

/gene="pyrB" 



/Iocus-tag="y0161" 
CDS 166338. .167273 /gene="pyrB" 

/locus-tag="y0161" 
/function=" enzyme; pyrimidine 
ribonucleotide biosynthesis" 
/note="residues 1 to 311 of 311 
are 84.88 pet identical to 
residues 1 to 311 of 311 from E. 
coli K12 : B4245; residues 1 to 
311 of 311 are 85.85 pet identical 
to residues 1 to 311 of 311 from 
GenPept : >gb | AAL23279 . 1 | 
(AE008909) aspartate 
carbamoyltransf erase, catalytic 
subunit [Salmonella typhimurium 
LT2] " 

/codon-start=l 
/transl-table=ll 
/product=" aspartate 
carbamoyltransf erase, catalytic 
subunit" 

/protein-id="AAM83755.1" 
/db-xref="GI: 21956830" 
/translation="MANPLYHKHIISINDLSRDE 

LELVLRTAASLKKTPQPELLKHKV 

lACCFFEACTRTRLSFETSIHRLGASWGFSDSS 

NTSLGKKGETLADTMSVISTYVDA 

IVMRHPQEGASRLAAQFSGNVPIVNAGDGANQHP 

TQTLLDLFTIQETQGRLDNINIAM 

VGDLKYGRTVHSLTQALAKFNGNHFFFIAPDALA 

MPAYILQMLEEKEIEYSLHESLEE 

WPELDILYMTRVQKERLDPSEYANVKAQFILRS 

SDLTGARDNLKVLHPLPRIDEITT 

DVDKTP YAY YF QQAGNG I F ARQAL L AL VLNAE LA 

L" 

gene 167279 .. 167749 /gene="pyrl" 

/locus-tag="y0162" 

CDS 167279. .167749 /gene="pyrl" 

/locus-tag="y0162" 
/function="enzyme; pyrimidine 
ribonucleotide biosynthesis" 
/note="residues 3 to 153 of 156 
are 78.80 pet identical to 
residues 1 to 151 of 153 from E. 
coli K12 : B4244; residues 3 to 
156 of 156 are 83.11 pet identical 
to residues 1 to 154 of 154 from 
GenPept : >gb | AAA26565 . 1 | (J05033) 
aspartate transcarbamoylase 
[Serratia marcescens] " 
/codon-start=l 
/transl-table=ll 
/product=" aspartate 
carbamoyltransf erase, regulatory 
subunit" 

/protein-id="AAM83756 .1" 

/db-xref="GI: 21956 831" 

/translation="MMMTQDYKLQVEAIKCGTVI 

DHIPAQIGFKLLSLFKLTATDQRI 

TIGLNLPSKRSGRKDLIKIENTFLTEQQANQLAM 

YAP DAT VNR I DN YE WKKL T L S LP 

ERIDAVLTCPNSNCISHNEPVDSSFTVKAQRGEI 



167848. 
167848. 



168273 
168273 



168572. .169048 
168572. .169048 



gene 
CDS 



169282. .170235 
169282. .170235 



SLKCKYCEKEFDHLTVLHAD" 
/locus-tag="y0163" 
/locus-tag="y0163" 
/note="residues 11 to 141 of 141 
are 83.20 pet identical to 
residues 11 to 141 of 141 from E. 
coli K12 : B4243; residues 14 to 
141 of 141 are 85.93 pet identieal 
to residues 1 to 128 of 128 from 
GenPept : >gb | AAL23277 . 1 | 
(AE008909) putative translation 
initiation inhibitor [Salmonella 
typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/produet="hypothetieal protein" 
/protein-id="AAM83757 . 1" 
/db-xref="Gl: 21956 832" 
/translation="MISLSALRKSGVKMLRAIKT 
KLAPAAIGPYVQGVDLGSMIMTSG 
QIPIDPKTGLVADDIAAQARQSLENVKAIVEAAG 
LKVADIVKTTVFVKDLNDFSIVNA 
TYEAFFTEHSAPFPARSCVEVARLPKDVKIEIEA 
lAVRR" 

/locus-tag="y0164" 
/locus-tag="y016 4" 
/note="residues 62 to 143 of 158 
are 31.70 pet identical to 
residues 1565 to 1640 of 3016 from 
GenPept : >dbj | BAA17634 . 1 | 
(D90907) ORF-ID:slrl403 integrin 
alpha- and beta4- subunit domain 
homolog [Synechocystis sp. PCC 
6803] " 

/codon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM83758 .1" 

/db-xref="GI: 21956833" 

/translation="MKLRTWLLIPIICSPFFWGS 

TAIAKNGVAIPLPDKRVAVLSEGD 

LESASVGTYSVAIFKNDTFLDFIAGGVFSRDGSI 

FQDNGKPRVEFTDINGDGNKELIV 

SQLTAGSGNYLRVDAFSLGPDSINKVLSIQSDTK 

SDYISLLKELCEICLPIDAPPH" 

/gene="treR" 

/loeus-tag="y0165" 

/gene="treR" 

/locus-tag="y0165" 

/function="regulator; osmotic 

adaptation" 

/note="residues 1 to 316 of 317 
are 62.02 pet identieal to 
residues 1 to 314 of 315 from E. 
coli K12 : B4241; residues 1 to 
316 of 317 are 62.02 pet identical 
to residues 1 to 314 of 315 from 
GenPept : >dbj | BAB386 41 . 1 | 
(AP002568) repressor of treA,B,C 
[Escherichia coli 0157:H7]" 
/codon-start=l 
/transl-table=ll 



/product="repressor of treA, B,C" 

/protein-id="AAM83759 .1" 

/db-xref="GI: 21956834" 

/translation="MQNRLTIKDIARMSGVGKST 

VSRVLNNEGSVSPQTRERVEAVIR 

QHGFTPSKSARAMRGQSDKWGIIVSRLDSPSEN 

QAVRTMLPLFYQQGYDPILMESQF 

DTTLVSEHLHILQQRHVDGVILFGFSGLTAEMLA 

PWQEKMWLAREYRGFSSVCYDDE 

GAIYLLMDKLRQAGHRHISYIGVQSSDATTGMRR 

YQAYLDYSQQHGLTPMVALGELSY 

QSGFQLAPQVITPQTSALVCASDTIAMGVSKYLQ 

QQEREQPPIQVCGIGNTPLLHFLF 

PDTLTIELGYGRAGVKAAQQLLDQLSNSQPIQQI 

IIPGQLV" 

gene 170610 .. 172061 /gene="treB" 

/locus-tag="y0166" 

CDS 170610. .172061 /gene="treB" 

/locus-tag="y0166" 

/f unction="transport ; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="trehalose specific; 
residues 13 to 483 of 483 are 
80.46 pet identical to residues 2 
to 472 of 473 from E. coli K12 : 
B4240; residues 13 to 483 of 483 
are 80.89 pet identical to 
residues 2 to 472 of 473 from 
GenPept : >dbj | BAB386 40 . 1 | 
(AP002568) trehalose specific PTS 
system enzyme II [Escherichia coli 
0157:H7] " 
/codon-start=l 
/transl-table=ll 

/product="PTS system enzyme IIBC" 

/protein-id="AAM83760 . 1" 

/db-xref="GI: 21956835" 

/translation="MRARNLYGKDDKMGKVKQQD 

I DQL I VLVGGREN I ATVSHC I TRL 

RFVLKDP S I AS PKE I ENL SMVKGCFTNAGQFQW 

IGPEVDDYYKALIAKIGQSEVDKE 

QTKLAARQNMT WFERG I S HF AE I FFP L LP AL ISO 

GLILGFRNVIGDIPMSEGKTLAQM 

YPAWQTIYDFLWLLGEAIFFYLPVAICWSTVKKM 

GGTPVLGIVLGITLVSPQLMNSYL 

LGQQLPDVWNFGWFTIEKVGYQAQVIPSILAGLA 

LGWIETNLKRI IPAYLYLWVPW 

S LLLAVFLAHT L I GPFGRMI GDGVAWGVKAVMTG 

SFAPVGAALFGFLYAPLVITGVHQ 

TTLAIDMQMVQSMGGTPVWPLIALSNIAQASAVL 

GI I I I SRKINERE I SVPAAI S AYL 

GVTEPAMYGINLKYRFPMLCAMIGSALAGLICGL 

TGVMANGIGVGGLPGILSIQPQFW 

GIYAVAMLVAIWPLALTILVYKRKERRGELPV" 

gene 172156 .. 173823 /gene="treC" 

/locus-tag="y0167" 

CDS 172156. .173823 /gene="treC" 

/locus-tag="y0167" 
/function="enzyme; degradation of 
small molecules; Carbon compounds" 
/note="residues 7 to 553 of 555 



gene 
CDS 



174176. .174586 
174176. .174586 



are 73.85 pet identical to 
residues 7 to 549 of 551 from E. 
coli K12 : B4239; residues 7 to 
553 of 555 are 73.12 pet identical 
to residues 6 to 548 of 550 from 
GenPept : >emb | CAD069 1 4 . 1 | 
(AL627283) trehalose-6-phosphate 
hydrolase [Salmonella enterica 
subsp. enterica serovar Typhi]" 
/ codon-start=l 
/transl-table=ll 

/product="trehalase 6-P hydrolase" 

/protein-id="AAM83761 . 1" 

/db-xref="GI: 21956836" 

/translation="MNNPIPWWQHGVIYQIYPKS 

FQDSTGNGYGDLAGVAQRLDYLQK 

LGVDAIWLTPVYVSPQVDNGYDVADYCAIDPAYG 

TLDDFKRLVAGAHQRGIRI IMDMV 

FNHTSTEHAWFKASQDRNSPYRQFYIWRDGDGGD 

G S LPNNWRS KF GGHAWQWHAAS GQ 

YYLHLFAPEQADLNWEHQPVRDELKKVCEFWADL 

GVDGLRLDVINLVSKQQDFPNDLD 

GDGRRFYTDGPRIHEFLQELSRDVFQPRRLMTVG 

EMSSTRLEHCQRYAALGGDELSMT 

FNFHHLKVDYLNGEKWSLMPPNRVELKHIFNQWQ 

QGMHNRAWNALFWCNHDQPRIVSR 

FGHEGALRLPAAKMLAMVLHGMQGTPYIYQGEEI 

GMTNPNF T D I T Q YRDVE S LNMF AE 

LSVAGREPDELLAILAAKSRDNSRTPMQWDSSDN 

AGFSQGTPWIAPCSNYHEINVNAA 

LADADSVFYAYQYLIALRKQYDIFTFGDYQDLCP 

QHPDLWCYLRSWQGKQLLWANLS 

EEPQRWQPEGLTLDGNWQLLMSSYDQSAFQPQDM 

ILRGYEGIYWVCE" 

/gene="rnk" 

/locus-tag="y016 8" 

/gene="rnk" 

/locus-tag="y0168" 

/f unction="regulator ; central 

intermediary metabolism: 

Nucleotide interconversions" 

/note="residues 1 to 134 of 136 

are 64.92 pet identical to 

residues 1 to 134 of 136 from E. 

coli K12 : B0610" 

/codon-start=l 

/transl-table=ll 

/product="regulator of nucleoside 
diphosphate kinase" 
/protein-id="AAM83762 .1" 
/db-xref="GI: 21956837" 
/translation="MTKPTITINELDAERLDALL 
AQP AF AG S WAT ALNEE L DRAE I L 
PPNEIPADWTMNSRVRFLDLNSQEEHIRTLVYP 
ASLKDSNEQLSVMAPLGAALLGLH 
VNDEISWKLPGGDETRITVLELLYQPESAGEYHR 



gene 
CDS 



complement (174818. .1752 /gene="cybC" 
10) 

/locus-tag="y0169" 
complement (174818. .1752 /gene="cybC" 
10) 



/Iocus-tag="y0169" 
/function=" enzyme; energy 
metabolism, carbon: Electron 
transport" 

/note="residues 31 to 130 of 130 
are 57.99 pet identical to 
residues 1 to 100 of 100 from E. 
coli K12 : B4236; residues 3 to 
130 of 130 are 52.34 pet identical 
to residues 1 to 128 of 128 from 
GenPept : >gb | AAL23259 . 1 | 
(AE008908) cytochrome b(562) 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/produet="eytoehrome b(562)" 
/protein-id="AAM83763 .1" 
/db-xref="GI: 21956838" 
/translation="MSMGKTLMALITAALLSTSS 
LVMAASVADDMET I AEHYGKVLKA 
DSTAVIKQDLQAMRVAAVDAQKGIPTKLKSKVED 
SPEMKDFRHGMDVL I GE I DGALAL 
ADQGKLDEAKQAAQDFKDTRNTYHKKYR" 
gene complement ( 175412 .. 1760 /locus-tag="y0170" 

56) 

CDS complement (175412. .1760 /locus-tag="y0170 " 

56) 

/note="residues 25 to 134 of 214 
are 23.21 pet identical to 
residues 51 to 159 of 320 from 
GenPept : >gb | AAC06973 . 1 | 
(AE000710) pyridoxal phosphate 
biosynthetic protein PdxA [Aquifex 
aeolicus] " 
/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83764.1" 
/db-xref="GI: 21956839" 
/translation="MIMPVLIRGSSNMIVMPSTY 
SPATIAREFKVIHEFELSSMKYGV 
IFDKNVPKAAI IRMNTESFNGIPRHRI lAALDLV 
AKQELGENVI S VQRFWQDS ALFQV 
EGMWEQGARGKGLATLLYEELWKCGVILMSDN 
KQYEAGKALWQKI AQE S DKLAVF I 
LDSDVGQFYPYCGDRVPYNGKGIPEEKIWSLHPD 
TTKWGWLVAENREKI SQYC " 
gene complement ( 175305 .. 1776 /gene="pmbA" 

45) 

/locus-tag="y0171" 
CDS complement (176305. .1776 /gene="pmbA" 

45) 

/locus-tag="y0171" 
/function="phenotype; proteins - 
translation and modification" 
/note="maturation of antibiotic 
MccB17, see tld genes; residues 1 
to 446 of 446 are 82.73 pet 
identical to residues 5 to 450 of 
450 from E. coli K12 : B4235" 
/codon-start=l 
/transl-table=ll 



177820. .178374 
177820. .178374 



gene 
CDS 



complement (178486. 
67) 

complement (178486. 
67) 



gene 
CDS 



complement (178772, 
45) 

complement (178772. 
45) 



/product="PmbA/TldD family 
protein" 

/protein-id="AAM83765.1" 

/db-xref="GI: 21956841" 

/translation="MKWTQVAEQRKTLEQAVAQ 

ALELARVGSDAAEVAVSKTTGISV 

STRFGEVENVEFNSDGALGITVYHQQRKGSASTT 

DLNPDAVARTVQAALDIARYTSPD 

PYAGPADKSLLAFDAPDLDLFHPGDLDAEQGILL 

AARAEQAALQADKRITNTEGGSFN 

SHYGIKVFGNSHGMLQSYCSSRHSLSSSVIAEHN 

GDMERDYAYT I GRRMEDLATPEWV 

GEECARRTLSRLSPRKLPTMQSPVLFAAEVATGL 

FGHLVSAISGGNIYRKSTFLLDHL 

GQQILPEWLTIEEHPHLLRGLASTPFDSEGVRTL 

QREIVKDGVLQTYLLTSYSARKLG 

LQSTGHAGGIHNWRIAGQGQDFAGMLKQLDKGLV 

VTELMGQGVSTVTGDYSRGAAGFW 

VENGEIQYPVSEITIAGNLKDMLRNIVSVGSDIE 

TRSNIQCGSVLLPVMKIAGE" 

/locus-tag="y0172" 

/locus-tag="y0172" 

/f unction="phenotype; Not 

classified" 

/note="residues 3 to 183 of 184 
are 78.02 pet identical to 
residues 1 to 182 of 183 from E. 
coli K12 : B4234" 
/codon-start=l 
/transl-table=ll 
/product="putative alpha helix 
protein" 

/protein-id="AAM83766 .1" 
/db-xref="GI: 2 1956842" 
/translation="MTMNKQPEDWLDDVPENKND 
DDDEIIWVSKSEIKRDAEALKDLG 
TELVDLGKNALERIPLDEDLLAAIELAQKIKKEG 
RRRQLQLIGKMLRARDVEPIQTAL 
DKLKNRHNQQISLFHKLETLRDRLIAEGDEAIPT 
VLELYPDADRQQLRSLVRNAQKEQ 
AANKPPKSFRQIFSYLRELAEKKQ" 
.1787 /locus-tag="y0173" 

.1787 /locus-tag="y0173" 

/note="residues 6 to 87 of 93 are 
53.01 pet identical to residues 6 
to 88 of 90 from E. coli K12 : 
B3239" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="AAM83767 . 1" 
/db-xref="GI :21956 8 43" 
/translation="MVKWFDFNHIPDLPAFYRA 
F S QNF AL S E DF G ANL D AL WD WTG 
EIALPVEIEFVHFSRRHQRRFAAIVLLLEEAEEE 
LAGRLHFNWDEHIV" 
.1792 /locus-tag="y0174" 

.1792 /locus-tag="y0174" 



/ function="enzyme; macromolecule 
degradation: Degradation of RNA" 
/note="residues 1 to 156 of 157 
are 47.43 pet identical to 
residues 1 to 148 of 149 from 
GenPept : >gb | AAA86441 . 1 | (M14442) 
barnase (RNase) precursor 
[Bacillus amyloliquef aciens] " 
/codon-start=l 
/transl-table=ll 

/product= "putative ribonuc lease" 
/protein-id="AAM83768 . 1" 
/db-xref="GI: 21956844" 
/translation="MNKRLMAILGAVLLLIAGAW 
QG I DGVTVRD I GS S AELERP AL S A 
SAATESLTQHQKWKYLQTHHRLPDFYLTKKQAR 
EQGWDAQKGNLCDVLPGKAIGGDR 
F SNRERQLPDAKGRHWREADVNYRCGRRG S DRL L 
YSNDGLIYLTQDHYKHFIRME" 
gene complement ( 179440 .. 1797 /locus-tag="y0175" 

78) 

CDS complement (179440. .1797 /locus-tag="y0175" 

78) 

/note="residues 1 to 112 of 112 

are 59.82 pet identical to 

residues 374 to 485 of 486 from 

GenPept : >gb | AAL44215 . 1 | 

(AE009270) succinate semialdehyde 

dehydrogenase [Agrobacterium 

tumefaciens str. C58 (U. 

Washington) ] " 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83769 .1" 

/db-xref="GI :21956 8 45" 

/translation="MIADANEQMKVASEETFGPL 

AACFRFSTEAEVIQRANNTPFGLA 

AYFYTQNLQRVFRVSEALESGMIGVNECSVSTEL 

APFGGVKESGLGREGSVLGLDEFM 

EVKTLHLGNL" 

gene complement ( 179775 .. 1809 /gene="gabD" 

08) 

/locus-tag="y0176" 
CDS complement (179775. .1809 /gene="gabD" 

08) 

/locus-tag="y0176" 
/function="enzyme; central 
intermediary metabolism: Pool, 
multipurpose conversions" 
/note="NADP-dependent activity; 
residues 23 to 366 of 377 are 
56.06 pet identical to residues 15 
to 360 of 482 from E. coli K12 : 
B2661" 

/eodon-start=l 
/transl-table=ll 

/produet="sueeinate-semialdehyde 
dehydrogenase" 
/protein-id="AAM83770 .1" 
/db-xref="GI: 21956846" 
/translation="MPAQNPLQHQRQHDGIYHIG 



YFVGGKWSQAQEQFDVYNPATGEL 

VARVAKSGKQETEAAIKAASEAFPAWRKTPAKQR 

AEILQRWYLLIMEHQQSLAELMVS 

EQGKPLKEALVEVAYAASFIQWFSEQAKRANGEI 

I P S AKEGARI L ATREP I GWAAI T 

PWNFPLAMLTRKLGPALAAGCTGLIKPANNTPLS 

AFALLALAEQAGVPAGVLNGWGD 

THAISDAIMASSDVRKISFTGSTNVGKTLMRNAA 

ATMKRISMELGGNAPYIVFDDADL 

EAAVAGAMACKFRNAGQVCVCVNRF Y I QDAI YDE 

FVNRLAAEVKKLKVGNGMDKDVNM 

GPLINLAGLEKVEEHVKDALEKGGRLLAGGIAMR 

WAVISSSQR" 

gene complement ( 181175 .. 1831 /locus-tag="y0177" 

30) 

CDS complement (181175. .1831 /locus-tag="y0177" 

30) 

/note="residues 9 to 650 of 651 
are 64.64 pet identical to 
residues 11 to 652 of 655 from E. 
coli K12 : B3240; residues 9 to 
650 of 651 are 64.79 pet identical 
to residues 11 to 652 of 655 from 
GenPept : 

>gb|AAG58368.1 IAE005551-11 
(AE005551) orf, hypothetical 
protein [Escherichia coli 0157 :H7 
EDL933] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83771 .1" 
/db-xref="GI: 21956847" 
/translation="MTHPSFIRLRFAFKLSFAIV 
AALFLGFHLQLETPRWSVLTAAIV 
SAGPAFAAGGEPFSGAIRHRGWLRIIGTFIGCIG 
GLVIIVLTIRAPVLTLMLCCLWAG 
ICTWISSLVRVENSYAFGLAGYTALIIIVTTGET 
PLLTPQFAVERCSEIVLGIVCAVM 
ADLLFSPRSIKQDIDRLVDKVLVDQYRLLQLCIQ 
PAEKSEIDRAWNELVKNTTSLNGM 
RSYLMMESSRWQRCNRRLQVLHTESLALITQACE 
TYLVMSNHPEVISAELKTMLSEPA 
QTPAEIHQQMKKLRQFIAASHSEAIPHTISSWVG 
AATRYLLLSKGIQTNSSINQVEED 
ILAGDAPVKPISAEGHHAMINGLRTGIATAIGGL 
FWLWTGWTSGAGCMVMIAWTSLA 
MRTPNPRRMALDFLVGVIIALPIGALYFMFIIPS 
TQQSMLLLCISLGVLAFIIGIEVQ 
KRRLGSLGTLASTINIIVLSNPMIFNVRQFLDSA 
LGQ I VGCFVS L I VLLL I RDNAKDR 
TGRTLLNRFVYSAVSALTTNKTKRGENHLPALYQ 
QLNQLLMMFPADI DKYRLALTL I I 
AHQRLNRTE I P VNAE L S AFHKQ I RS TAERVI T VN 
NDQKRRYYFARLLQELDQYQQKLV 
DYQAADAVIRPVKRLTEMLRKYQSALI " 
gene complement ( 183132 .. 1840 /locus-tag="y0178" 

67) 

CDS complement (183132. .1840 /locus-tag="y0178" 

67) 

/f unction="putative membrane" 
/note="residues 1 to 311 of 311 



are 72.66 pet identical to 
residues 1 to 310 of 310 from E. 
coli K12 : B3241; residues 1 to 
311 of 311 are 100.00 pet 
identical to residues 1 to 311 of 
311 from GenPept : 
>emb|CAC93154.1 I (AJ414158) 
putative HlyD family secretion 
protein [Yersinia pestis] " 
/ codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="AAM83772 .1" 

/db-xref="GI: 219568 48" 

/translation="MSTFSLKIIRVGITVLWVL 

AVIAIFNVWAFYTESPWTRDAKFT 

ADWAIAPDVSGLLTEVPVKDNQLVQKGQILFVI 

DQPRYQQALAEAEADVAYYQTLAA 

EKQRE S SRRHRLG I QAL SQEE I DQASNVLQTVQH 

QLAKAIAVRDLARLDLERTTVRAP 

AEGWVTNLNVHAGEF INRGATAVALVKKDTFY I L 

AYLEETKLEGVKPGYRAEITPLGS 

NRILHGTVDSISAGVTNSSSSADSKGLATIDNNL 

EWVRLAQRVPVKIHLDSEDQQYLY 

PAGTTATWITGPNDRDPHQASPMTKLMHRLREF 

G" 

gene complement ( 184075 .. 1842 /locus-tag="y0179" 

78) 

CDS complement (184075. .1842 /locus-tag="y0179" 

78) 

/note="residues 1 to 66 of 67 are 
81.81 pet identical to residues 24 
to 89 of 90 from E. coli K12 : 
B3242" 

/ codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83773 .1" 
/db-xref="GI: 21956849" 
/translation="MSLLPVMVIFGLSFPPIFLE 
LLISLALFFWRRILQPTGIYEFV 
WHPALFNTALYCCLFYLTSRLFS " 
gene 184581 .. 185492 /locus-tag="y0180" 

CDS 184581. .185492 /locus-tag="y0180" 

/f unction="putative regulator" 
/note="residues 1 to 301 of 303 
are 80.73 pet identical to 
residues 1 to 301 of 309 from E. 
coli K12 : B3243" 
/codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 

regulator LYSR-type" 

/protein-id="AAM83774. 1" 

/db-xref="GI:21956 850" 

/translation="MERLKQMSVFAKWECGSFT 

AAARRLENSVS S I SQTVSKLENEL 

NVKLLNRS TRR I GLTEAGRI YYQGCRRMLQEVQQ 

VHEQLYAFNNTPTGTLRIGCSSTM 

AQNVLATMTADMLKAYPGLSVNLVAGIPAPDLIA 

DGLDWIRVGALQNSGLFSRRLGA 



185744. 
185744. 



186619 
186619 



gene 
CDS 



gene 
CDS 



complement ( 186780 . 
41) 

complement (186780. 
41) 



187032. .189356 



187032. .189356 



MPMWCAAKSYLSQYGTPAKPSDMANFSWLEYNV 

RPDSNFELIAPEGITTQISPQGRF 

VTNDSQTMIRWLKAGAGIAYTPLMWVIEEIKRGE 

VE I LFKHYHS DPRPVYAL YTEKDK 

MPLKVQVCIDYLTEYFKRVADVYQDYR" 

/locus-tag="y0181" 

/locus-tag="y0181" 

/ f unction="regulator " 

/note="residues 4 to 182 of 291 

are 26.76 pet identical to 

residues 8 to 200 of 303 from 

GenPept : >gb | AAC75958 . 1 | 

(AE000375) putative 

transcriptional regulator 

LYSR-type [Escherichia coli K12]" 

/codon-start=l 

/transl-table=ll 

/product="putative transcriptional 
regulator" 

/protein-id="AAM83775.1" 
/db-xref="GI: 21956851" 
/translation="MVHMFISKNLLVFFTTVQEG 
SLTNAAVKLFTTPPPMSRSLKILE 
EELGFKLFTRTTSGLKLTLEGAAFYQEIYPTYVR 
LTEITKNYKKNKNGIINIATYQLN 
SDHAGVICDYFIKKGNFNIELRENIGDISQMDIV 
ISTKEIKGYDFDTELTASCEIKLL 
YASHLNDLPDRVEYLKKLPFIQSSIFCSSCCFKR 
FSHNLIQQGYSGNVLRIDDARVRH 
EIIKKGAGISLSTNYFFDKKKISHSTEISFISDI 
NFDITYYIYFKSSVINKEFFIQYI 
TNN S LLQWQKAEKKH " 
1869 /locus-tag="y0182" 

1869 /locus-tag="y0182" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83776 .1" 

/db-xref="GI: 21956853" 

/translation="MALFCFGLLMNRIISIRYNG 

CSMVDIILHNLPLYLGTLAWDVKQ 

QVLTMCLLK" 

/gene="tcaAl" 

/locus-tag="y0183" 

/gene="tcaAl" 

/locus-tag="y0183" 

/f unction="putative factor; 

extracellular functions; secreted 

proteins" 

/note="residues 182 to 557 of 774 
are 35.41 pet identical to 
residues 602 to 996 of 1095 from 
GenPept : >gb | AAL18449 . 1 | 
(AF346497) toxin complex protein 
[Photorhabdus luminescens ] " 
/codon-start=l 
/transl-table=ll 

/product="putative toxin subunit" 
/protein-id="AAM83777.1" 
/db-xref="GI: 21956854" 



gene 189397 .. 192990 

CDS 189397. .192990 



/translation="MQPEARTDLSLAEGIPERAN 

EYADPASIQSLFSPGRYLCELYHV 

AKELHEDGNKLHIDKRRPDLQELVLSNSNMNQEV 

SSLEILLNVLQTNAPLAKLAKDTE 

AHANDVSFTLP YDDNLTVINAI LEDKAI SLRE I A 

ALLAENNDPWANP I TPALVQEQLG 

LNPASYALIDIKSPLDDNSAKRLAHATQLSVEQL 

QWLNKNAIESSSDKDSPLRPEILT 

I I SEYRRLHQRYGLSVDPFIAI INAVNTTHTNEN 

KTSFFQQIFSTLDVDAGFNFLDQG 

SWEVIIRKALGITAEELLRIAKYCFGKSSISNVK 

MNSKKFSQLYRMAMIPRTLGVSFS 

QAEYLWQLYSHPDENIMEKIAQGNALTIIDAIIV 

LENTLQWMSEQKLDITTLQAMLTK 

QYSTTATPELFNFLSNIYQTLGKQVYSESLKPNL 

YRSLANGFHLKANWAGLVNWLAK 

NDSEFTLERFWQNISMTFAEEPSLHQLEIHQPLL 

IQCQKLSQYVLIAQWAELSEQEIA 

LILLPNGIDNRGSAPSPSITLLKLLSEFKLCQQE 

AKVSQSELFDIMQQLITDTNEKQE 

KLRNSADKVIRSIAKSIGSINNSMDDIDSTISIR 

NGSATLFPPEHPMYKALKLEVSNL 

EKSKIQLEGKKKEEEIKLEQAKDNIQSLINNWDS 

EIIIRLADAYHWDINIANSIFILI 

FGEKINFTFHYENRNDYHYEEHYGYRFEQKPMYS 

FDKKLTNGFGSILLLKNHIYIAEK 

LKIHPGTIIKIKNYIFDDKSNELENIANKLRVNL 

/gene="tcbA" 

/locus-tag="y0184" 

/gene="tcbA" 

/locus-tag="y0184" 

/f unction="putative factor; 

extracellular functions; secreted 

proteins" 

/note="residues 1 to 1196 of 1197 
are 42.03 pet identical to 
residues 1 to 1187 of 1189 from 
GenPept : >gb | AAL18450 . 1 | 
(AF346497) toxin complex protein 
[Photorhabdus luminescens] " 
/codon-start=l 
/transl-table=ll 

/product="putative toxin subunit" 

/protein-id="AAM83778 .1" 

/db-xref="GI :21956 855" 

/translation="MPTSTVLNKINESRRDALVN 

YYLAKNVSGDEKIKTAEQLYQYLL 

LDTKIGHEVKTSPIAEAISSLQIYINRCVDGEEN 

DLHEKNISTHFSSDNFLHGWNSYN 

KRYARWAGKEKLMYYAADYIDPTLRYNKTELFNT 

FEQSINNSRLTEKSVKSALQSYLI 

SYEKLAQIDTIKELYVENIKTHFFLGKTRESPCQ 

YYWRSGEQLSNDSHHLRWSEWKKV 

NCNINGTEEKFFINLSWHRSSLYIDWINKFSIRT 

DKDETTEKYHYNRVYKNDDNTWSE 

LIINMDIGFKLSTSTEVITLPPFFVNQGDPNAKE 

EVENLFLTNGTSIKRIESRLHGYI 

NGHIKILCNDDGISFEIAEKLINGDNGTIGEVKI 

lENEKIISTINNEKGENKKINLID 

KFEIRIFPYNELVASTIVFNRIKPEEKIIDELDD 

KISLLSPNSLPLKEKFQTSVDELL 



SYNTQKNNVKLNAFNGSYGIYLWELFFHIPLLAS 

MRFLNEQRFDLAQHWLKYLFNSAG 

YRDGNGNLLKEGDNILYWNILPLQQDTAWDKNTL 

IQATDDPDVIAMQDPMQYKLAIFM 

RTLDLIISQGDQAYRQLERDTLAEAKIHYIQASQ 

LLGPRPNLNSSHQWENIKLAEESR 

QLENSHFLPPYNELLLSYWDKLEIRLYNLRHNLN 

LDGQPLHLPLFATPVDPKALQRQH 

GAGNGINSSEQIATAQTSLYRFPLLIERAKSAVS 

AVIQFGNSLQSVLERQDNEAMTLL 

FQQQQQKVLQHTKD I QNNN I QVLQAS LEATDS LK 

SAAEQRRKHYKELLDNGISSDEQL 

AINIRIASAALNGESLVPLGLSAVLDTAPNVFGL 

ADGGSRWGAI SQAVGWGMQSMAMA 

LET T AGVRDAKAN Y S RRAQE WT LQKDQADKD I EQ 

LAHQYTSVQEQLNMAQKQLNLAEL 

EQGHADALYQMQSTRFTGKELYNWMAGRLSGLYF 

QLFDATQPLCLMAKAALEKEVDKA 

KTDGLFIRSGWNDLYQGLLAGEDLQLNLQKLENV 

WLMEEQRALEVERTVSLAQHYQQL 

SDHKFNLAEIVTGYMAQDKDQKTGNEQDFVELKN 

GTLITSLSIKGLNLVEDYPETMHL 

GDIRRIKQISVSLPALLGPYQDVQATLDYAGENT 

HLAKGCTALAI SRGMNDSGQFLLD 

FNDGKYLPFEGIDISDKGTLVLRFPNATSKQKLL 

LQSLSDIILHIRYTIRS" 

gene 192987 .. 197537 /gene="tcaCl" 

/locus-tag="y0185" 

CDS 192987. .197537 /gene="tcaCl " 

/locus-tag="y0185" 
/f unction="putative factor; 
extracellular functions; secreted 
proteins " 

/note="residues 21 to 1511 of 1516 
are 48.90 pet identical to 
residues 1 to 1473 of 1476 from 
GenPept : >gb | AAL18487 . 1 | 
(AF346500) toxin complex protein 
[Photorhabdus luminescens] " 
/codon-start=l 
/transl-table=ll 

/product="putative toxin subunit" 

/protein-id="AAM83779 .1" 

/db-xref="GI :21956 856" 

/translation="MITPLPQSTGPTEGLIGEPF 

MENSKQQVAVAPLSLPKGGGAITG 

MGDSLGPIGPSGMATLTLPLPISAGRGYAPSLTL 

SYSSGSGNGPFGLGWQLGTMAIRR 

RTNAQVPRYDEYDEFLAPNGEVMWAADPQGS IE 

RTEQSLNGEQFSVIRYLPRIEGNF 

HRIEYWRPRTNNSQAPFWLVHSSDGQKHCLGYSA 

AARIADPLHPEHIAEWLLEESVSL 

SGEHIGYQYQAEDEQGIDEPSIYKAEKQNHPAAS 

AQRYLKRWYGNRQAAYELYCLTQ 

QPAPTSWLFSLIFDHGEYSNIAEQVPVIIKGKSW 

NFRQDAFSHFNYGFEVRTRRLCQQ 

VLMYHNL S ALKGDEP DAQAT L VS RLRLHYQHDAY 

ATQLVGCQQLAHEPDGTKRSLPPL 

EFDYQDFSTRDALGWQPLTDWAEFNYQYQMVDLN 

GEGMPGMLYQDSGHWIYRPPVRQP 

GTADG I TFGAAQRLP S LPAMRENAMLMD INGDGK 

LDWVISQPGLAGYFSRDPDLSRDP 



DLSWTQFIPLSTLPAEYFHPQAQLVDLAGSGLSD 
LALVGPKSVRVYTNLCDSFAAATQ 
VAQDDDITLPLPGVHFTELVAFSDVMGSGQQHLV 
RIRHNSVTCWPNLGHGRFGHPLSL 
PGFNQPVEQFNPLAIYLADIDGSGTIDLIYATTS 
QLLIYRNQSGNRFAEPLAIALPTG 
IRFDNSCQLSLADIQGLGVASIMLSVPHPTTQHW 
RYDF VAS KP Y L LC T TNNNMGAE S Q 
LL YRS S VQFWL DEKAQAAKQGRS LACQLPFP I HL 
LAQTTQFDEITGNSLSQTARYFHG 
FYDGVQREFSGFGRVDTLDTDTSAQGSAAERTAP 
TKSSRWFHTGRAGNETLWQSEYWQ 
GDDQAYSLLPTRLTKFINNTQGDELLSELDDNQT 
FWLHRALKGSLLRSELYGLDDSEL 
ATQPYSVNSSRYQVRQIQSSADGISSPVALPMVL 
EQLSYHYERIAQDPQCSQQIVLRC 
NEYGHPLHSVT INYPRRDKARI SPYSWLAKEHWD 
SHFDEQQQQLRITESQQSYHHEIS 
DKFYVLGLPAGQRSDVLTYPDNFVPTAGIHWEEL 
QQPEGLLGTKAERTFTAQQQVFYT 
SDTIPGLVAYSQQAEFDDQTLVALDELLPANERK 
QQLIKAGYQIAPRLFARTGETDIW 
VAQSGFTDYGDASRFYRPISQRSTQLVGKTILEW 
DATCCAVSDIILADYSITHAEYDY 
RFITPYLLIDINDNQHYIELDALGRVTSSRFAGT 
EIDPQTNKVIETGFPSIAEQPFSA 
PNSVDKALSLENTRIPVAQFSVYQPQSWMISLQL 
DDIEIWIRANNITPEYLFQNHILI 
DNYYLCPLALRRWGRQNNLLITEGVGLTLKNPMR 
QPPHILTVWDNYFSASEPQQHQQ 
TLAFSDGFGRVLLSARRVETGPSYSFDPENGLLV 
DDKGNLVQLEVDQRWAVSGRTEYD 
NKGLPRRRYQPYFFDNWIWLYIANN 
RTLKEAYADTHIYDPLGREIKVITAKGYLRRTH 
YFPWFVISEDENDTASEITPNP" 
gene 197671 .. 197973 /locus-tag="y0186" 

CDS 197671. .197973 /locus-tag="y0186" 

/ f unction="phage-anci 
prophage-related functions" 
/note="residues 14 to 94 of 100 
are 45.67 pet identical to 
residues 12 to 92 of 101 from 
GenPept : 

>gb|AAG559 7 2 .1|AE00 5330-4 
(AE005330) putative holin protein 
of prophage CP-933X [Escherichia 
coli 0157:H7 EDL933] " 
/codon-start=l 
/transl-table=ll 
/product="hypothetical phage 
protein" 

/protein-id="AAM83780 . 1" 
/db-xref="GI: 21956858" 
/translation="MHVQVPIDDFFITWVIIGTF 
SAWGGLVRYIVDQNNEYEEWSWVG 
VLCQVIVSAFTGLIGSLFTLETGSSRYITFAIAG 
LFGAMGNTALKHLWQRFFSHSK" 
gene 197977 .. 198387 /locus-tag="y0187" 

CDS 197977. .198387 /locus-tag="y0187" 

/ f unction="phage-and 
prophage-related functions" 
/note="residues 13 to 136 of 136 



198375. .198743 
198375. .198743 



198730. .198903 
198730. .198903 



gene 
CDS 



198944. .201775 
198944. .201775 



are 57.36 pet identical to 
residues 5 to 132 of 213 from 
GenPept : >gb | AAL41481 . 1 | 

(AE009016) endolysin 

[Agrobacterium tumefaciens str. 
C58 (U. Washington)]" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical phage 
protein" 

/protein-id="AAM83781 .1" 

/db-xref="GI: 21956859" 

/translation="MDPMMNDKPTFRLSQISEHN 

LHHVHPDLVLIVRRALTLSHIDFR 

VIEGIRTPERQRQMVLNGHSKTMNSRHLTGHAVD 

LAPMVNNRIPWDDWHAFVHVAKAM 

KQAAKAMELPLQWGGDWKNFRDGPHFELPRECYP 

/locus-tag="y0188" 
/locus-tag="y0188" 
/note="residues 35 to 96 of 122 
are 37.50 pet identical to 
residues 3 to 66 of 94 from 
GenPept : 

>gb|AAK81976.1 IAF303741-42 

(AF303/41) 042R [Chilo iridescent 

virus] " 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83782 .1" 

/db-xref="GI: 21956860" 

/translation="MLPMISLSTLFGLGKSMMLL 

AGWAI VWGVQ AS RTLDRLNQENV 

QLTTQLARIGQINQQLTQHIQATTVQLKQAQEQE 

RLEREKSSELQKRLRLAQKGNRCA 

EEPVPAAVIRMQQQSFSDGK" 

/locus-tag="y0189" 

/locus-tag="y0189" 

/note="residues 8 to 32 of 57 are 

43.99 pet identical to residues 

632 to 656 of 732 from GenPept : 

>dbj IBAB15720 . 1 I (AK024430) 

FLJ00019 protein [Homo sapiens]" 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83 783 .1" 

/db-xref="GI: 21956861" 

/translation="MTVNECLPFPEVLLPPCQMP 

TFDVQTWGDYPHYVERTRLAMVRC 

NANRESALRFLQR" 

/ gene="tccCl " 

/locus- tag="yO 19 0" 

/gene="tccCl" 

/locus-tag="y0190" 

/f unction="putative factor; 

extracellular functions; secreted 

proteins" 

/note="residues 13 to 699 of 943 
are 53.30 pet identical to 
residues 12 to 694 of 760 from 



GenPept : >gb | AAL18492 . 1 | 
(AF346500) unknown [Photorhabdus 
luminescens] " 
/codon-start=l 
/transl-table=ll 

/product="putative toxin subunit" 

/protein-id="AAM83784 . 1" 

/db-xref="GI:21956862" 

/translation="MPNILPTDLCANTPTLAIHD 

NRGFAIRTLAYNRRDHNETIGELI 

SRNRYNASGQLIASRDPRLEVDNFRYQYSLSGVP 

LRTDSVDSGSTLQLADSAGRTVLT 

LDAHHTRRWVEYETGEHSLGRPLSYHEQAKGGLK 

TVTDRFFYATNSEQDKSGNLNGQC 

VRHYDSAGLQALINQSIIGVPLQQQRRLLTNPKG 

PVDWFGEKENWGARL SEQPFVSHS 

TTDALGQLLTQTDAKGHIQRMAYNRAGQLIGSWL 

TIKNSAEQVILRSLTYSAAGQKLR 

EESGNGVITEYRYEPQTQRLIGIKTTRPAKKDRP 

TRLQDLRYDYDPVGNILAIHNDAE 

ATRFYRNQKIVPETTYRYDALYQLIEATGREADT 

NGIQNSQLPALASLNDSNQFVNYT 

RSYHYDRAGNLLKIQHTGASQYSTHITVSDSSNH 

G I QQQEG I TARD I RSQFDAAGNQQ 

QLQPGQPLRWNSRNQLQQVEPVPRNDGISDSESY 

LYDGGGSRWKTSLHKTHNAIQTR 

SVIYLAGLELRSQYNGNNLTEDFQVITVGAAGRA 

QVRVLHWERGQPVDIVNDQLRYSF 

DNHLGSALIELDSDGDIISQEEYYPFGGTAVLAS 

RNTVEAKYKTVRYSGKERDATGLY 

YYGYRYYQPWLGRWL S ADPAGT I DGLNL YRMVRN 

NPVGLMDGDGLMTDKLLAKHEANF 

AKKNISSMAELKSEIEKLGLLPADSKQLFLHLNG 

GESDDEPSGSSGSSGSSEILENTS 

PHKIKNFHFISEINLATMPRPYYKDFSSTEDMLE 

SAERLKAYGSIDTLLTLDLTSEDI 

PEFTSILADKGINYIAEKQYEIIDYFSEDELSSE 

N I DRI VNMI KT I QNNNHKVG I HCA 

AGNGRSGLIATAMIINKKYTQSRINSFEEKNKLK 

E I I DKNKNE INVDAI T YDAMKLVR 

KTNPFAGERTTDIKAAREYSRYLYSKQNR" 

gene 201800 .. 204658 /gene="tccC2 " 

/locus-tag="y0191" 

CDS 201800. .204658 /gene="tccC2 " 

/locus-tag="y0191" 

/f unction="putative factor; 

extracellular functions; secreted 

proteins" 

/note="residues 13 to 723 of 952 
are 52.56 pet identical to 
residues 12 to 716 of 760 from 
GenPept : >gb | AAL18492 . 1 | 
(AF346500) unknown [Photorhabdus 
luminescens ] " 
/ codon-start=l 
/transl-table=ll 

/product="putative toxin subunit" 
/protein-id="AAM83 785. 1" 
/db-xref="GI: 21956863" 
/translation="MSTSLPTQLCANTPALTIHD 
NRGLAIRTLAYNRRDHNETVDELI 
SRNRYNASGQLIASRDPRLEVDNFRYQYSLSGVP 



LRTDSVDSGSTLQLADSAGRTVLT 

LDAHHTRRWVEYETGEHSLGRPLSYHEQAKGGLK 

TVTDRFFYATNSEQDKNCNLNGQC 

VRHYDSAGLQAL I SQS I IGVPLQQQRRLLTNPKG 

PVDWFGEKENWGARL SEQPFVS H S 

TTDALGQLLTQTDAKGHIQRMAYNRAGQLIGSWL 

TIKNSAEQVILRSLTYSAAGQKLR 

EESGNGVITEYRYEPQTQRLIGIKTTRPAKKDRP 

TRLQDLRYDYDPVGNILAIHNDAE 

ATRFYRNQKIVPETTYRYDALYQLIEATGREADT 

NGIQNSQLPALASLNDSNQFVNYT 

RSYHYDRAGNLLKIQHTGASQYSTHITVSDSSNH 

GIQQQDGIIARDIRSQFDAAGNQQ 

QLQPGQPLRWNSRNQLQQVEPVPRNDGISDSESY 

LYDGSGRRVAKISLHKTHNAIQTR 

SVIYLAGLELRGQHNDNNLTESFQVITVGAAGRA 

QVRVLHWESGQPVDIVNDQLRYSF 

DNHLGSALIELDSDGDIISQEEYYPFGGTAVLAS 

RNTVEAKYKTVRYSGKERDATGLY 

YYGYRYYQPWLGRWL S ADPAGT I DGLNL YRMVRN 

NPIRWRDNNGLLTEEQINMYVNLF 

SNIGLKNDDELKSELLKYGLSEEEQNQIYLNMLR 

PMQSGSSSSLFSFPSESSSSSGST 

QSVDSGYLSPVRNYHFFEDIKLATMHRPYPKKQA 

SSDTITYSAEDLTEASPIKILIGL 

DLTSKNTQPYKSALAEKGIKYITKEKYEITDFFE 

EGGLSTEQIDLTVNKILKLQKKDL 

VGIHCGAGNGRSGVIASALSINKQYTTDKINSFD 

VTHSLRGSILKDTQTYQVDTVTAK 

AVGIIREINPKAVERNQDVISLYRYSHFLYTRKH 

TTSL" 

gene 204594 .. 204800 /locus-tag="y0192" 

CDS 204594. .204800 /locus-tag="y0192" 

/note="residues 1 to 65 of 58 are 
27.69 pet identical to residues 
146 to 210 of 237 from GenPept : 
>emb|CAB73 8 75.1 I (AL139078) 
putative integral membrane protein 
[Campylobacter jejuni] " 
/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83786 .1" 
/db-xref="GI: 21956864" 
/translation="MLFPYIDILIFYIQENTLHH 
YNLLILNTFPI LNREGVYTRNTDF 
LKSLILTAALAKIGLTNIPMLCWH" 
gene complement ( 204861 .. 2063 /gene="tldD" 

06) 

/locus-tag="y0193" 
CDS complement (204861. .2063 /gene="tldD" 

06) 

/locus-tag="y0193" 
/function="phenotype; Not 
classified" 

/note="suppresses inhibitory 
activity of CsrA; residues 1 to 
481 of 481 are 84.40 pet identical 
to residues 1 to 481 of 481 from 
E. coli K12 : B3244; residues 1 to 
481 of 481 are 84.61 pet identical 
to residues 1 to 481 of 481 from 



GenPept : >gb | AAL2223 7 . 1 | 
(AE008855) suppresses inhibitory 
activity of CsrA [Salmonella 
typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 
/product="PmbA/TldD family 
protein" 

/protein-id="AAM83787 . 1" 
/db-xref="GI :21956 865" 
/translation="MSLSFVSEQLLTANKLNHQD 
LFSVLGQLTERRLDYADLYFQSSY 
HEAWVLEDSIIKDGSYNIDQGVGVRAVSGEKTGF 
AYADQITLNALQQSAHAARSIVRD 
TGNGKVHTLGEIAYQALYPLLDPLQSLSREDKIA 
LLHRVDKVARAADKRVQEVSASLT 
GVYEQ I LVAAT DGTL AADVRP L VRL S VS VL VE DN 
GKRERGACGGGGRFGYDYFLETVD 
GEVRADNFANE AVRMALVNL S AI AAPAGAMP WL 
GAGWPGVLLHEAVGHGLEGDFNRR 
GSSVFSGQMGKLVASELCTWDDGTMQGRRGSLA 
I DDEGVPGQYNVL I ENG I LKGYMQ 
DKLNARLMGVAPTGNGRRESYAHLPMPRMTNTYM 
LAGQSTPEDI I ASVEYGLYAPNFG 
GGQVD ITSGKFVFSTS E AYL I EKGK I THAVKG AT 
LIGSGIEAMQQISMVGNDLALDKG 
VGVCGKEGQSLPVGVGQPTLKLDNLTVGGTA" 
gene complement ( 206318 .. 2071 /locus-tag="y0194" 

87) 

CDS complement(206318. .2071 /locus-tag="y0194" 

87) 

/function=" enzyme" 
/note="residues 6 to 270 of 289 
are 48.49 pet identical to 
residues 4 to 266 of 275 from 
GenPept : >gb | AAF9359 4 . 1| 
(AE004129) conserved hypothetical 
protein [Vibrio cholerae] " 
/ codon-start=l 
/transl-table=ll 

/product="putative carbon-nitrogen 
hydrolase" 

/protein-id="AAM83788 . 1" 

/db-xref="GI :21956 866" 

/translation="MKNANVALLQLCSGENTRDN 

LAQIEQQIKQLNAGIKLVMTPENA 

LLFANAASYRHHAEHHNDGPLQQEVREMARRYGV 

WIQVGSMPMVSRESPDLITSSSLL 

FDDQGELKARYDKIHMFDVDINDIHGHYRESDTY 

QPGQQLTWDTPVGRLGMTICYDL 

RFPGLFQALRAQGAEIISVPAAFTKMTGEAHWET 

LLRARAIENQCVILAAAQVGRHGA 

TRRTWGHTMAVDAWGKIIGHNPDAVAALKVRIET 

AGLKTIRNQMPVMQHNRFQATLEP 

TLNKPLLNKPPSN" 

gene complement ( 207184 .. 2103 /locus-tag="y0195" 

75) 

CDS complement (207184. .2103 /locus-tag="y0195" 

75) 

/note="residues 37 to 1062 of 1063 
are 48.00 pet identical to 
residues 1 to 985 of 986 from E. 



coli K12 : B3245; residues 1 to 
1056 of 1063 are 49.00 pet 
identical to residues 244 to 1259 
of 1266 from GenPept : 
>gb|AAL2223 8.1 I (AE008855) paral 
putative protease [Salmonella 
typhimurium LT2] " 
/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="AAM83789 .1" 
/db-xref="GI: 21956867" 
/translation="MAAWLSIKSGEVYRGNVLLS 
QGQANWTVGSNSHQLSVDNFVLEG 
RRQGNGWQ I DAPVLNLKTDGQAWPKGRL S ALWLP 
ENTQFIGPEQRQELRIRASNLQLE 
RIGPLLPTLSPFTPELLARWADLQPQGYVDALAL 
DIPISQPETTRFQAKWHDVSWQYW 
GQLPGVNHFDGELSGSARLGRLNINLKNSLLPYG 
DLFRAPLEVSQASGALNWRIDDKG 
WALWSDQLDVQAKSLWGNGSFYYMQPNQKPSQLN 
QAQPWLKILAGIRLYDATDAWRYF 
PVSLMGEKLADYLTEALQGGQVDNATLVYNGNPH 
DFPYKNKEGQFQVYVPLRNAVFQF 
QPDWPALDNLAIDLNFLNEGLWMNAPHTLLGKVI 
GSNISAIIPDYLKEKLYVDADVLG 
EGRDVHDYFTATPLKDSVAETLDELQVGGKISGR 
LHLDIPLEEESITHASGEVTLNNN 
SLLVKPLQSQLENINGKFRFYDGNLESETLSANW 
YGQPLTVNFTTKEQPKDFLVNVGL 
QGDWLPAKLPGVPDSLAKMLSGSANWQGKVAVKL 
PQHGKPDYQVDVSADLKKVSSHLP 
SPLDKNSGQALPLHVQVNGGLEAFTLSGSAGNNN 
AFNSQWLLQGEKVELARAIWQTDS 
KKIPSLPDDKALVFKLPAIDGERWLALLAPELAT 
AASPFAASFSSPSATSSTQPKIKG 
SKTNVILPKRLTLQTPELLVGGQAWHQLTLQADP 
LPS GMK I T AKGQE VDG S L LMAD YG 
PWHADLNYLYYNPQWGSREANNPLAQAVSQEPTV 
LQKPQPPSGISFSDWPALQLRCKA 
CWI LGQNIGRVNADLTPKGSAL I LTNGL lEAGNG 
RANITGQWQQDRAGDKTTLNIGLN 
GPRIDETLSFFGLTTLIKNASFAINADLNWRGVP 
WEPQINTLSGTLKGRLGKGQLTDL 
GGGRAGQLLRLVSFDALLRKLQLDFSDTFSRDFA 
FDSIRSTATLKNGVMSTNDLVIDG 
LAADIAMNGKVDLVKRQIAMEAVITPELSATVGV 
ATAFAINPIVGAAVFAASKILGPL 
WSKVSLIRYQITGSLDQPTIHEVLRQLKENEAP" 
gene complement ( 211201 .. 2126 /gene="cafA" 

70) 

/locus-tag="y0196" 
CDS complement(211201. .2126 /gene="cafA" 

70) 

/locus- tag="yO 196" 

/function=" structural component ; 

cell division" 

/note="residues 1 to 489 of 489 
are 90.18 pet identical to 
residues 7 to 495 of 495 from E. 
coli K12 : B3247" 
/ codon-start=l 



/transl-table=ll 
/product="cytoplasmic filament 
protein" 

/protein-id="AAM83790 . 1" 

/db-xref="GI: 21956869" 

/translation="MTAELLVNITPSETRVAYID 

GG I LQE I H I ERE AKRG I VGN I YKG 

RVSRVLPGMQAAFVDIGLDKAAFLHASDIMPHTE 

CVAGDEQKNFNVRDIAELVRQGQD 

LMVQWKDPLGTKGARLTTDITLPSRYLVLMPGA 

AHVGVSQRIESEAERERLKKTVAA 

YCDEQGGFIIRTAAEGIGEEELSADAAFLKRLWT 

KVQERKKRNITKYKLYGEMALAQR 

VLRDFAGAALDKIRVDSKLTYDLLVEFTREYIPE 

MTDKLELYTGKQPIFDLYDVENEI 

QRSLERKVELKSGGYLIIDQTEAMTTVDINTGAF 

VGHRNLEETIFNTNIEATQAIARQ 

LRMRNLGGIIIIDFIDMSNEDHRRRVLHSLEQAL 

SKDRVKTSINGFSQLGLVEMTRKR 

TRESIEHVLCHECPTCRGRGTVKSVETVCYEILR 

E I VRVHHAYDS DRFLVYASPAVGE 

ALKGEE SHALAEVE I FVGKQVKVQ I EPL YNQEQF 

DWMM" 

gene complement ( 212660 .. 2132 /locus-tag="y0197" 

59) 

CDS complement(212660. .2132 /locus-tag="y0197" 

59) 

/note="residues 3 to 198 of 199 

are 70.40 pet identical to 

residues 1 to 196 of 197 from E. 

coli K12 : B3248" 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="AAM83791 . 1" 

/db-xref="GI :21956 8 70" 

/translation="MPMTALYLASASPRRRELLA 

LLDLPFEVLKTEVEEQRHPGESAQ 

VYVQRLAQDKARAGVAVAPQDLPVLGADT I WLN 

GQVLEKPRDKEHAQQ I L S AL SGQK 

HQVMT AVAL AD RQNML S AMWT D VT F RVL S P L E I 

S DY I ATGEPMDKAGAYG I QGKGGC 

FVRAIAGSYHAWGLPLVETHELLSHFIAQRNVR 

GIHDS" 

gene 212878 .. 213480 /locus-tag="y0198" 

CDS 212878. .213480 /locus-tag="y0198" 

/note="residues 23 to 126 of 200 
are 29.80 pet identical to 
residues 226 to 324 of 454 from 
GenPept : 

>gb|AAF11838.1 IAE002061-5 
(AE002061) cell wall 
glycyl-glycine endopeptidase, 
putative [Deinococcus 
radiodurans ] " 
/codon-start=l 
/transl-table=ll 
/product="hypothetical " 
/protein-id="AAM83792 .1" 
/db-xref="GI: 21956871" 
/translation="MSHLSQPWPITCFADRPTPR 
RSSPDASGQTMHSVFWHVPYPW 



FLKPAHLTPQWYRHPIPVNPWRQPHLPVLYPAP 

NAGHTPAHSRQGDAALQPLFSVPQ 

TVNPTGPVIHGDVAKQKPDTGQSWALNPYCTENW 

RRILRISRNSHGQRMPLTTLLQKT 

SGRNATLITKNSDQNTTTSIVSESSMTISACCHS 

AILRNN" 

complement ( 213267 . .2137 /gene="mreD" 
55) 

/locus-tag="y0199" 
complement (213267. .2137 /gene="mreD" 
55) 

/locus-tag="y0199" 

/f unction=" structural component ; 

murein sacculus, peptidoglycan" 

/note="residues 1 to 162 of 162 
are 75.30 pot identical to 
residues 1 to 162 of 162 from E. 
coli K12 : B3249; residues 4 to 
162 of 162 are 77.35 pet identical 
to residues 5 to 163 of 163 from 
GenPept : >gb | AAL222 4 1 . 1 | 
(AE008855) rod shape-determining 
protein [Salmonella typhimurium 
LT2] " 

/codon-start=l 

/transl-table=ll 

/product="rod shape-determining 

protein" 

/protein-id="AAM83793 .1" 
/db-xref="GI: 21956872" 
/translation="MNRYSSHGRWVIWLSFLIAM 
VLQ IMPWPEQ I YMFRP S WLALVL I 
YWVMALPHRVNVGTGF ILGLIMDLI LGS T LGVRA 
LAFS I lAYLVAFKFQLFRNMALWQ 
QALIVMLLSLTMDVWFWSEFLVINVAFRPEVFW 
SSWNGILWPWLFLLMRKIRRQFS VQ" 

213735. .213854 /locus-tag="y0200" 

213735. .213854 /locus-tag="y0200" 

/note="residues 2 to 38 of 39 are 
44.73 pet identical to residues 73 
to 110 of 118 from GenPept : 
>dbj IBAB47792.1 I (AP002994) 
unknown protein [Mesorhizobium 
loti] " 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83794. 1" 

/db-xref="GI: 21956873" 

/translation="MTTVTIHGETPGVTTPGVAP 

AGVDAAGAGGP I ASAEGNT " 

complement (213752. .2147 /gene="mreC" 

47) 

/locus-tag="y0201" 
complement (213752. .2147 /gene="mreC" 
47) 

/locus-tag= "y0201" 
/function=" structural component ; 
murein sacculus, peptidoglycan" 
/note="residues 1 to 316 of 331 
are 81.32 pet identical to 
residues 1 to 316 of 367 from E. 



complement (214951 
94) 

complement (214951 
94) 



coli K12 : B3250; residues 1 to 
327 of 331 are 80.30 pet identical 
to residues 1 to 330 of 350 from 
GenPept : >emb | CAD078 88 . 1 | 
(AL627278) rod shape-determining 
protein [Salmonella enterica 
subsp. enterica serovar Typhi]" 
/ codon-start=l 
/transl-table=ll 
/product="rod shape-determining 
protein" 

/protein-id="AAM83795.1" 
/db-xref="GI: 21956874" 
/translation="MKPIFSRGPSLQLRLFFAII 
AAIVLVIADSRLGTFVKIRTYMDT 
AVSPFYFLANGPRKILDNVSDTLATREQLELENR 
ALRQELLLKNTDLQLLGQFKQENN 
RLRELLGSPLRQDEQKMVTQVMSSGTDPYSDHW 
IDKGSNSGVYEGQPVISDRGWGQ 
WAVSKFTSRVLLICDASHALPIQVLRNDIRVIA 
AGSGCSDDLLLEHLPSNTDIRVGD 
VLVTSGLGGRFPEGYPVAWSSVKVDNQRAYTVI 
QARPTADLQRLRYLLLLWGADRNG 
DMPMPPDEVRRVANERLAPMMSQVLPSADAMGPP 
APAASTPAGATPGWTPGVSP " 
2159 /gene="mreB" 

/locus-tag="y02 02" 
2159 /gene="mreB" 

/locus-tag="y02 02" 
/function="phenotYpe; cell 
division" 

/note="septation function; 
residues 1 to 347 of 347 are 99.13 
pet identical to residues 21 to 
367 of 367 from E. coli K12 : 
B3251; residues 1 to 347 of 347 
are 100.00 pet identical to 
residues 1 to 347 of 347 from 
GenPept : >emb | CAC93135 . 1 | 
(AJ414158) rod shape-determining 
protein MreB [Yersinia pestis] " 
/ codon-start=l 
/transl-table=ll 
/product="regulator of ftsi, 
penicillin binding protein 3" 
/protein-id="AAM83796 .1" 
/db-xref="GI: 21956875" 
/translation="MFKKFRGMFSNDLSIDLGTA 
NTLIYVKGQGIVLNEPSWAIRQD 
RAGSPKSVAAVGHDAKQMLGRTPGNIAAIRPMKD 
GVIADFFVTEKMLQHFIKQVHSNS 
FMRP S PRVL VC VP VG AT Q VE RRA I RE S AQGAG AR 
EVFLIEEPMAAAIGAGLPVSEATG 
SMWDIGGGTTEVAVISLNGWYSSSVRIGGDRF 
DEAIINYVRRNYGSLIGEATAERI 
KHSIGSAYPGDEVLEIEVRGRNLAEGVPRGFTLN 
SNEILEALQEPLTGIVSAVMVALE 
QCPPELASDISERGMVLTGGGALLRNLDRLLMEE 
TG I PVWAEDP LTCVARGGGKALE 
MIDMHGGDLFSEE" 



gene complement ( 216331 .. 2182 /locus-tag="y0203" 

47) 

CDS complement(216331. .2182 /locus-tag="y0203" 

47) 

/note="residues 1 to 638 of 638 
are 50.70 pet identical to 
residues 1 to 641 of 646 from E. 
coli K12 : B3252; residues 1 to 
638 of 638 are 50.70 pet identical 
to residues 1 to 641 of 646 from 
GenPept : 

>gb|AAG58379.1 IAE005553-1 
(AE005553) orf, hypothetical 
protein [Escherichia coli 0157:H7 
EDL933] " 
/codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="AAM83797.1" 
/db-xref="GI: 21956876" 
/translation="MRFTTKLSAFMTLLWLAMC 
LVLLGSTISFFYLCQKKMEQRLQS 
IVTAYDQSLLLQPINKKREWLPLMMQTLGWDVS 
VKNSTSTLYQLHIPAVYTPWNSHS 
RYRQMVLPLLHQPGTEMHFNYIDPLGSYARSIYA 
AAILSLWWIALTLLLSFRWLRD 
QTVGQEKLERRARRILNGEREHAVRSEDYEWPPC 
ASRAIDHLLSELMEVRAERNRVDT 
LIRTFAAQDAQTGLSNRQFFDNQLTTQLEETGAH 
GWMMVQLPDFEALNETHDQQQVQ 
ELMSSLVNLLSTFVARYPSALLARYLNSDIAILL 
PHKTLKDADVMAAQLVNAVRTLPE 
PHIIDRESLLHIGIVAYRSGESVEQIMDNAGQAT 
KSAALYGGNGWYVFDTQVPERGRG 
SVKWRTLLEQTLASGGPRLYQKPVITVDGKISHR 
EIISRIYDGEQELLAAEFMPLVQL 
LGLGERYDRQKIDKIIPLLSLWPDETLAFSISVD 
SLLHRPFQRWLRDTLLQCKKSDRM 
RIIFELAEADVCQHIEEIRQMVRLLRGVGCKVMA 
SQAGLTWSTSYIKSLQVEMIKLH 
PGWRSINFRYENQLFVESLTGACAGTQTKVFAA 
EVRTREEWQTLQEKGVYGGQGNFF 
APPTPLNSGKKKYS" 
gene 218648 .. 219625 /locus-tag="y0204" 

CDS 218648. .219625 /locus-tag="y0204" 

/note="residues 1 to 324 of 325 
are 74.38 pet identical to 
residues 1 to 323 of 324 from E. 
coli K12 : B3253; residues 1 to 
324 of 325 are 74.69 pet identical 
to residues 1 to 323 of 324 from 
GenPept : 

>gb|AAG58380.1 IAE005553-2 
(AE005553) putative dehydrogenase 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 

/product= "putative dehydrogenase" 
/protein-id="AAM83798 . 1" 
/db-xref="GI: 21956877" 
/translation="MRALILEQIEGRTTAEVRQI 
SASQLPAGNVTVDVNWSSLNYKDA 



LAITGQGKIIRQFPMVPGIDFAGTVHSSEDPRFH 
IGQSVLLTGWGVGENHWGGLAEQA 
RVNGDWLVPMPDGLDARKAMI IGTAGFTAMLCVM 
ALEDGGVTPKSGEVWTGASGGVG 
STAIALLSALGYQIAAISGRDSNSDYLKNLGAQR 
ILPRSDYLDASRPLEKQLWAGAID 
TVGDSMLAKILAQMNYNGTVAACGLAGGYNLPTT 
VMPF I LRN I RL QGVD S VMTPQPRR 
LQAWQRLQKILPESFYQQASQAITLADTPTIAAR 
LLANEVTGRTLVKVR" 
gene 219764 .. 220948 /locus-tag="y0205" 

CDS 219764. .220948 /locus-tag="y0205" 

/note="residues 62 to 394 of 394 
are 75.44 pet identical to 
residues 1 to 334 of 334 from E. 
coli K12 : B1971; residues 62 to 
394 of 394 are 79.04 pet identical 
to residues 1 to 334 of 334 from 
GenPept : >gb | AAL22246 . 1 | 
(AE008855) putative nitrate 
reductase [Salmonella typhimurium 
LT2] " 

/ codon-start=l 
/transl-table=ll 
/product="putative reductase" 
/protein-id="AAM83799 .1" 
/db-xref="GI: 219568 78" 
/translation="MFPFATMINHIRGNAINDIK 
GNYPTESAMHNTFTHTKNNTHTKN 
NTQAKNSGSQTKSNAVSLNKPRKLTEADVTPESI 
FYQRRKVLQALGITAATLALPASA 
QADLLAWFKGNEPPKAPSGKPLTFTPSAAYHPDL 
ALTPEDKVTGYNNFYEFGLDKADP 
AANAGTLKTEDWQIKIDGDWKPMTLDMDYLMKC 
FPLEERIYRLRCVEAWSMWPWIG 
FELGKLLKLAEPTSNARYVAFQTLYAPDQMPGQK 
NRFIGGGLDYPYVEGLRLDEAMHP 
LAFMWGVYGKTLPPQNGAPLRLMTPWKYGFKSI 
KSIVHIRLTRDQPPTTWNLSAPNE 
YGFYANVNPHVDHPRWSQATERVIGSGGILDVKR 
QPTLLFNGYAEQVASLYRGLDLRK NF" 
gene 220948 .. 221568 /locus-tag="y0206" 

CDS 220948. .221568 /locus-tag="y0206" 

/note="residues 1 to 203 of 206 
are 68.96 pet identical to 
residues 1 to 203 of 211 from E. 
coli K12 : B1972; residues 1 to 
206 of 206 are 72.81 pet identical 
to residues 1 to 199 of 199 from 
GenPept : >emb | CAD07893 . 1 | 
(AL627278) putative membrane 
protein [Salmonella enterica 
subsp. enterica serovar Typhi]" 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83800 . 1" 
/db-xref="GI: 219568 79" 
/translation="MRLSLRHITWLKIAIWLAAT 
LPLLWLVLSINLGGLSADPAKDIQ 
HFTGRMALKLLLATLLVSPLARYSKQPLLLRCRR 
LLGLWCFAWGTLHLLSYSILELGL 



221831. .222283 
221831. .222283 



gene 
CDS 



222396. .222905 
222396. .222905 



gene 
CDS 



222917. .224266 
222917. .224266 



SNIGLLGHELINRPYLTLGIISWLVLLALALTST 
RWAQRKMGARWQKLHNWVYWAI L 
APIHYLWSVKTLSPWPIIYAVMAALLLLLRYKLL 
LPRYKKFRQWFR" 
/locus-tag="y0207" 
/locus-tag="y0207" 
/ function=" enzyme" 
/note="residues 1 to 146 of 150 
are 73.28 pet identical to 
residues 1 to 146 of 149 from 
GenPept : >gb | AAD10235 . 1 | 
(AF011408) type II 
3-dehydroquinase [Aeromonas 
salmonicida subsp. salmonicida] " 
/codon-start=l 
/transl-table=ll 

/product= "putative dehydroquinase" 

/protein-id="AAM83801 . 1" 

/db-xref="GI: 21956881" 

/translation="MSDKFHILLLNGPNLNLLGT 

REPEKYGYTTLAEIVSQLEIQAQG 

MDVALSHLQSNAEHALIDSIHQARGNTDFILINP 

AAFTHTSVALRDALLGVQIPFIEI 

HLSNVHAREPFRHHSYLSDIAVGVICGLGADGYN 

FALQAAVNRLSKSN" 

/gene="accB" 

/locus-tag="y0208" 

/gene="accB" 

/locus-tag="y0208" 

/ function="carrier ; biosynthesis 

of cof actors, carriers: biotin 

carboxyl carrier protein (BCCP) " 

/note="carrier of biotin; residues 

16 to 169 of 169 are 82.80 pet 

identical to residues 1 to 155 of 

156 from E. coli K12 : B3255; 

residues 16 to 169 of 169 are 

82.80 pet identical to residues 1 

to 156 of 156 from GenPept : 

>gb|AAL22248.1 I (AE008856) 

acetylCoA carboxylase, BCCP 

subunit, carrier of biotin 

[Salmonella typhimurium LT2]" 

/ codon-start=l 

/transl-table=ll 

/product="acetyl CoA carboxylase, 

BCCP subunit" 

/protein-id="AAM83802 .1" 

/db-xref="GI: 21956882" 

/translation="MMGIIATHKEYGITLMDIRK 

IKKLIELVEESGISELEISEGEES 

VRI SRAPAAPNYPMMQQPYAFAAPQQQPALAAAV 

APAPVAEAAPAAI SGHIVCSPMVG 

TFYHTPSPDAKAFVEVGQKVSVGDTLCIVEAMKM 

MNQ I E ADK S G T VKA I L VENGQP VE 

FDEPLWIE" 

/gene="accC" 

/locus-tag="y0209" 

/gene="accC" 

/locus-tag="y0209" 

/function="enzyme; fatty acid and 

phosphatidic acid biosynthesis" 



/note="residues 1 to 448 of 449 
are 92.41 pet identical to 
residues 1 to 448 of 449 from E. 
coli K12 : B3256" 
/ codon-start=l 
/transl-table=ll 

/product="acetyl CoA carboxylase, 
biotin carboxylase subunit" 
/protein-id="AAM83803 .1" 
/db-xref="GI:21956883" 
/translation="MLDKIVIANRGEIALRILRA 
CKELGIKTVAVHSVADRDLKHVLL 
ADETVC I GPAP S VKS YLN I PAI I S AAE I TGAVAV 
HPGYGFLSENADFAEQVERSGFIF 
IGPRAETIRLMGDKVSAISAMKKAGVPCVPGSDG 
PLSDDTTKNKAFAKRIGYPVI IKA 
S GGGGGRGMR VVRH DKD L E E S I NMTRAE AKAAFN 
NDMVYMEKYLENPRH I E VQ I L ADG 
QGNAIYLAERDCSMQRRHQKWEEAPAPGITSEM 
RRYIGERCAKACMEIGYRGAGTFE 
FLYENGEFYFIEMNTRIQVEHTVTEMITGIDLIK 
EQLRIAAGQPLSIKQDEVKVHGHA 
VECRINAEDPNTFLPSPGKITRFHAPGGFGVRWE 
SHIYAGYTVPPYYDSMIGKLITYG 
ENRDVAIARMKNALAELIIDGIKTNVELQQRIMN 
DENFQHGGTNIHYLEKKLGLQET" 
gene 225624 .. 225866 /locus-tag="y0210" 

CDS 225624. .225866 /locus-tag="y0210" 

/note="residues 1 to 79 of 80 are 
68.35 pet identical to residues 1 
to 79 of 80 from E. coli K12 : 
B3257; residues 1 to 79 of 80 are 
69.62 pet identical to residues 1 
to 79 of 80 from GenPept : 
>gb|AAG58385.1 IAE005553-7 
(AE005553) orf, hypothetical 
protein [Escherichia coli 0157 :H7 
EDL933] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83804 . 1" 
/db-xref="GI: 21956884" 
/translation="METRFLQANKEARWAFGLTL 
AYLAGWIITAYLPGNLPGMSGLPA 
WFEAACIALPLLFIVLCILMVRLIFRDIPLEDDD 
AN" 

gene 225850 .. 227310 /gene="panF" 

/locus-tag="y0211" 

CDS 225850. .227310 /gene="panF" 

/locus-tag="y0211" 

/f unction="transport ; transport of 

small molecules; cations" 

/note="residues 1 to 472 of 486 

are 82.83 pet identical to 

residues 1 to 472 of 485 from E. 

coli K12 : B3258" 

/codon-start=l 

/transl-table=ll 

/ product=" sodium/ pantothenate 

symporter" 

/protein-id="AAM83805.1" 



/db-xref="GI: 21956885" 

/translation="MTMQTDWLPLVGYLVLVFG 

LSIYAYTRRQTGNFLNEYFIGNRS 

MGGFVLAMTLTATYISASSFIGGPGAAYKYGLGW 

VLLAMI QLPAVWL S LGVLGKKF AI 

LARRYNAVTLNDMLYARYQSRLLVWLAS I SLLVA 

F VGAMT VQF I GGARL L E T AAG I P Y 

DTGLLIFGISIALYTSFGGFRASVLNDALQGLVM 

L IGT I LLLVAVIHAAGGLHKAVET 

LQHIDPALVSPQGGDQILDVPFMASFWILVCFGV 

IGLPHTAVRCI SYRDSKAVHRGI I 

LGTIWAILMFGMHLAGALGRAVLPDLKIPDQVI 

PTLMITVLPPFAAGIFLAAPMAAI 

MSTINAQLLQSSATIVKDLYLNLWPAELKNERKL 

ARISSLSTLILGLLLLLAAWRPPE 

MIIWLNLLAFGGLEAVFLWPLVLGLYWERANAHG 

AL SAMI VGAVC YT VL AS F D I K I AG 

LHPIVPSLTLNLLAFYIGNLFGDRARARHPAIVS 

AD" 

gene 227347 .. 228267 /gene="prmA" 

/locus-tag="y0212" 

CDS 227347. .228267 /gene="prmA" 

/locus-tag="y0212" 
/function="enzyme; ribosomal 
proteins - synthesis, 
modification" 

/note="residues 14 to 305 of 306 
are 85.27 pet identical to 
residues 1 to 292 of 293 from E. 
coli K12 : B3259" 
/ codon-start=l 
/transl-table=ll 
/product="methylase for 50S 
ribosomal subunit protein Lll" 
/protein-id="AAM83806 .1" 
/db-xref="GI :21956 8 86" 
/translation="MVMAPIPALERIAMPWIQLK 
LNTTGNQAESLGDVLVESGAVSVT 
FQDTHDNPVFEPLPGETRLWGDTDVIGLYDAETD 
MADWAMLECHPQIGKGFIHKIEQ 
LEDKDWEREWMDNFHPMRFGERLWICPSWRDVPD 
PTAVNVMLDPGLAFGTGTHPTTAL 
CLQWLDSLDLNGKTLIDFGCGSGILAIAALKLGA 
ARAIGIDIDPQAIQASRDNAQRNG 
VSERLELYLAKDQPAELSADVWANILAGPLREL 
APLISVLPTTGGHLGLSGVLATQA 
AGVAQAYEDKFILDPVAEKEEWCRITGIKK" 
gene 228754 .. 229821 /locus-tag="y0213" 

CDS 228754. .229821 /locus-tag="y0213" 

/note="residues 35 to 355 of 355 
are 87.85 pet identical to 
residues 1 to 321 of 321 from E. 
coli K12 : B3260; residues 35 to 
355 of 355 are 92.21 pet identical 
to residues 1 to 321 of 334 from 
GenPept : >gb | AAC77880 . 1 | 
(AF040378) yhdG homolog [Serratia 
mareeseens] " 
/codon-start=l 
/transl-table=ll 

/product="putative dehydrogenase" 
/protein-id="AAM83807.1" 



/db-xref="GI: 2195688 7" 

/translation="MLFFHQLVKVWPFIWAQKCV 

lYAPLRTQCGHSLSMRIGHFQLTN 

CL I AAPMAG I T DRPFRALCHGMGAGMAVSEML S S 

NPEVWRTDKSRLRMVHVDEPGIRN 

VQIAGNDPDEMAAAARINVASGAQIIDINMGCPA 

KKVNRKLAGSALLQHPDLVKQILS 

AWNAVDVPVTLKIRTGWSPEHRNCIEIAQLAEN 

CGIQALTIHGRTRSCLFNGEAEYD 

SIRAVKQTVSIPVIANGDITDPHKARAVLDYTGA 

DALMIGRAAQGRPWIFREIQHYLD 

TGELLPPMPLGEVQRLLDGHIRELHDFYGPGKGF 

RIARKHVSWYLQEHAPNDQFRRTF 

NAIEDASEQLEALEAYFENLA" 

229846. .230142 /gene="fis" 

/locus-tag="y0214" 

229846. .230142 /gene="fis" 

/locus-tag="y0214" 
/function=" factor; DNA - 
replication, repair, 
restrict ion /modification" 
/note="DNA-binding protein; a 
trans activator for transcription; 
residues 1 to 98 of 98 are 97.95 
pet identical to residues 1 to 98 
of 98 from E. coli K12 : B3261" 
/codon-start=l 
/transl-table=ll 
/product="site-specif ic DNA 
inversion stimulation factor" 
/protein-id="AAM83808 . 1" 
/db-xref="GI: 21956888" 
/translation="MFEQRVNSDVLTVATVNSQD 
QVTQKPLRDSVKQALKNYFAQLNG 
QDVSDLYELVLAEVEQPLLDMVMQYTRGNQTRAA 
LMMGINRGTLRKKLKKYGMN" 

complement (230896. .2313 /locus-tag="y0215" 

72) 

complement (230896 . .2313 /locus-tag="y0215" 
72) 

/note="residues 13 to 88 of 158 

are 33.70 pot identical to 

residues 4 to 89 of 134 from 

GenPept : >db j | BABO 46 1 7 . 1 | 

(AP001510) BH0 89 8 unknown 

conserved protein in B. subtilis 

[Bacillus halodurans] " 

/codon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM83809 .1" 

/db-xref="GI : 21956889" 

/translation="MNTENKKLSTLIGKIHTIAK 

SRLAAGYEDRNGINEHQVTPCHHA 

LTLLGGDDFAESYLPFLRNVNGFDLNGVRLFGYF 

DDKGDERDLRKQLADLKAFPELFP 

DAFNDWVLIGETDTDILIFNKKNGSYENRDRIGL 

DRLNESYDDIVGLLISLMPLIE" 

complement (231438. .2321 /locus-tag="y0216" 

63) 

complement (231438. .2321 /locus-tag="y0216" 
63) 



/f unction=" regulator " 
/note="residues 29 to 231 of 241 
are 36.71 pet identical to 
residues 9 to 215 of 223 from 
GenPept : >dbj | BAB53015 . 1 | 
(AP003010) transcriptional 
regulator [Mesorhizobium loti] " 
/ codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="AAM83810 . 1" 
/db-xref="GI: 21956890" 
/translation="MFCITEAWYKKQPYCRTGIQ 
LMLAGMGVIKPETLRYQVENVLRQ 
AIMSGRFTPGERLIERELCETLGVSRTSIREALR 
RLEAEKLVSIVPHKGPIVAIISRQ 
EAAELFALRGLLEGFAAREFAQRATDVAIVHFAQ 
AIQALRMAGMTKDRAKVLKAKTDL 
YDVLLDNCGNGLVKETLTSLHSRINLLRATSLMD 
PQRLPVS INE I DDLYQALKARDPD 
AAERHVANAKEVALRI LEETNAT " 
gene complement ( 232190 .. 2335 /locus-tag="y0217" 

54) 

CDS complement(232190. .2335 /locus-tag="y0217" 

54) 

/function="transport; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="residues 31 to 444 of 454 
are 26.35 pet identical to 
residues 35 to 452 of 461 from 
GenPept : >dbj | BAB6 03 2 7 . 1 | 
(AP000995) shikimate transporter 
[Thermoplasma volcanium] " 
/ codon-start=l 
/transl-table=ll 
/product="putative metabolite 
transport protein, permease" 
/protein-id="AAM83811 . 1" 
/db-xref="GI: 21956891" 
/translation="METLSADSAITAAENDPLRD 
VKRKN A I KG AF FSEFIDMFDIYLP 
VI VLPPVLFYFQPPNL S S S TAN I LAS LVF I TTLL 
GRPIGALLFGIMADRIGRRMASIY 
SVSGFGWTFLIALIPGYETLGIASYLLLVLLRF 
IDGIFLGGGYTGAIPLALEYSKKE 
QRGFVGGL I L S GFPAAYVAI NL VAMLMF AL I P L D 
GLYSPYAQWGWRIPFVIGGLLAGF 
L AL Y YVFNVTE S E VWQQG S S KKRAREKQP L S T L V 
SGQSGRNLWQVLLMMSGFWLTQNL 
ITLFLPTGLLINTLNMRGLQVTSILLVTYCVLFF 
SYIGMGMLGQKIGRRRFFMIAGPL 
lATMGSALLYVLSHGDGLSFSTVMLLVCLLAVW 
TSPWGVIITYINEHFATGVRATGF 
GVGF SLSVIIPSF Y AF YMDWL S VWPFE L T AWL 
LALGGMIGTVGAIMGPETKEVDFT SSAG" 
gene complement ( 233708 .. 2341 /locus-tag="y0218" 

45) 

CDS complement(233708. .2341 /locus-tag="y0218" 

45) 

/ f unction="enzyme" 



/note="residues 21 to 141 of 145 
are 48.36 pet identical to 
residues 15 to 136 of 139 from 
GenPept : >gb | AAK4299 0 . 1 | 
(AE006881) 4-carboxymucolactone 
decarboxylase (pcaC) [Sulfolobus 
solf ataricus] " 
/ codon-start=l 
/transl-table=ll 

/product= "putative decarboxylase" 

/protein-id="AAM83812 .1" 

/db-xref="GI: 21956893" 

/ t r an s 1 at i o n= " MSNRVG YE I GRRVMMVAQ DR 

FERGFHNRKWLGAEHVETSWGNS 

DEFNRPVQKL I TEYCWGEVWGDPALTFKTRSMLN 

IGILTAMGQHHELSLHVKGALRNG 

VTREEIRAVLLQTWYCGAPVALAAFRIASAAIK 

AYDDEIADS" 

gene complement ( 234281 .. 2351 /locus-tag="y0219" 

71) 

CDS complement(234281. .2351 /locus-tag="y0219" 

71) 

/ f unction="enzyme" 
/note="residues 6 to 290 of 296 
are 34.58 pet identical to 
residues 2 to 290 of 298 from 
GenPept : >emb | CADI 78 00 . 1 | 
(AL646080) probable 

3-hydroxyisobutyrate dehydrogenase 

oxidoreductase protein [Ralstonia 

solanacearum] " 

/codon-start=l 

/transl-table=ll 

/product= "putative oxidoreductase" 
/protein-id="AAM83813 .1" 
/db-xref="GI :21956 89 4" 
/translation="MKQLQRIGFIGLGKMGTPMV 
QRLVKAGFELYLCDADITKVQILT 
AE LNAE S L T VDNAAS L DAL I TMLPN S E AVEQVL L 
G S DG I S GWVAQ L S QAAWI DMS S S 
DPERSRRLAILLAVWELDYLDAPVSGGVKKAQNG 
TLSILIGGEDRVLKSCYTALAAMG 
EQILFVGPAGSGHAAKALNNYVSATGLLATIEAL 
HVAQRFGIEPEVMTEVLNTSTGRS 
NTSENKVRQFMLNGSYASGFTLQLMNKDLHIARN 
LAQRLNYPMRLGMHCVDVWDEVSR 
RATPMADHTEMYRLL I DKEP " 
gene complement ( 235236 .. 2360 /locus-tag="y0220" 

63) 

CDS complement(235236. .2360 /locus-tag="y0220" 

63) 

/note="residues 46 to 246 of 275 
are 28.20 pet identical to 
residues 34 to 254 of 262 from 
GenPept : >gb | AAB89741 . 1 | 
(AE000998) A. fulgidus predicted 
coding region AF1509 
[Archaeoglobus fulgidus]" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83814.1" 



/db-xref="GI: 21956895" 
/translation="MENRDMSASHENyRIFAIKY 
AHHHRLTRDNF LGGDPHDGPMP I D 
YFVWAIVGTTRTIMVDTGFDAAMAHQRGRTITHC 
lEDGLSQLGIDAGKIEDVI I SHMH 
YDHAGNHGLFPNARFHLQDREMAFCTGRCMGHHG 
LSQAFDVEDVKAMVGRLFAGRLQF 
HHGDAEIAPGI SVHRVGGHTDGLQI IRVHTARGW 
WLAS DATHF YAN I QQRRP YP I L Y 
NVGDVLEGYNTLYRWADSFDHIIPGHDPMVLQRY 
PAGTPETAAWI AQVDVAPLTQWT " 

236518. .236991 /gene="slyB" 

/locus-tag="y0221" 

236518. .236991 /gene="slyB" 

/locus-tag="y0221" 
/f unction="putative membrane" 
/note="residues 3 to 157 of 157 
are 66.02 pet identical to 
residues 1 to 155 of 155 from E. 
coli K12 : B1641; residues 3 to 
157 of 157 are 73.71 pet identical 
to residues 1 to 155 of 155 from 
GenPept : >emb | CAA429 77 . 1 | 
(X60448) outer membrane 
lipoprotein [Yersinia 
enterocolitica] " 
/codon-start=l 
/transl-table=ll 

/product="putative outer membrane 
receptor" 

/protein-id="AAM83815.1" 

/db-xref="GI: 21956896" 

/translation="MIMNKLAIAVALAATVLSGC 

ANNTASGDTFTASQARQVQTVTYG 

SIVSARPVTIQGGNNNNVAGAIGGAWGGFLGNT 

IGGGRGNSLATAGGAVAGGVAGQG 

IQSAMNRSEGVQLEIRRDDGSNIVWQAQGPTRF 

SAGQRVIIASDRSGTVTVSPR" 

complement (237082 . .2372 /locus-tag="y0222 " 

79) 

complement (237082 . .2372 /locus-tag="y0222" 
79) 

/note="residues 41 to 57 of 65 are 
76.47 pet identical to residues 
1185 to 1201 of 1247 from GenPept 
: >gb|AAL20679 . 1 I (AE008778) 
nitrate reductase 1, alpha subunit 
[Salmonella typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83816 .1" 
/db-xref="GI:21956 89 7" 
/translation="MVFSSDFMGYVLHLMWINNL 
LRQLNACGNLCNIFGGGRAYHHFV 
THISPKPTHMIGGLRAISLRL" 

237428. .237736 /gene="cspl" 

/locus-tag="y0223" 

237428. .237736 /gene="cspl" 

/locus-tag="y0223" 
/function="phenotype; Not 
classified" 



/note="residues 33 to 102 of 102 
are 82.85 pet identical to 
residues 1 to 70 of 70 from E. 
coli K12 : B1552; residues 33 to 
102 of 102 are 98.57 pet identical 
to residues 1 to 70 of 70 from 
GenPept : >emb | CABl 0 7 79 . 1 | 
(Z97978) hypothetical protein 
[Yersinia pestis] " 
/ codon-start=l 
/transl-table=ll 

/product="cold shock-like protein" 
/protein-id="AAM83817.1" 
/db-xref="GI: 21956898" 
/translation="MSLLLSAQVRHPLKDRPRSL 
HYCGKIIEGNI SMSNKMTGLVKWF 
DAGKGFGFITPADGSKDVFVHFSAIQSNDFKTLD 
EGQNVEFSIENGAKGPSAVNVIAL " 

gene 237921 .. 238208 /gene="cspl" 

/locus-tag="y0224" 

CDS 237921. .238208 /gene="cspl" 

/locus-tag="y0224" 

/f unction="phenotype; Not 

classified" 

/note="residues 26 to 95 of 95 are 
84.28 pet identical to residues 1 
to 70 of 70 from E. coli K12 : 
B1552; residues 26 to 95 of 95 are 
100.00 pet identical to residues 1 
to 70 of 70 from GenPept : 
>emb|CAB10779.1 I (Z97978) 
hypothetical protein [Yersinia 
pestis] " 
/codon-start=l 
/transl-table=ll 

/product="cold shock-like protein" 
/protein-id="AAM83818 . 1" 
/db-xref="GI: 21956899" 
/translation="MPHKFYPSLSSRLWRQLKII 
EGS I SMSNKMTGLVKWFDAGKGFG 
FITPADGSKDVFVHFSAIQSNDFKTLDEGQNVEF 
S lENGAKGPAAVNVIAL " 
repeat-region complement ( 238285 .. 2389 /note="insertion element" 
94) 

/insert ion-seq="IS1541a" 
gene complement ( 238391 .. 2389 /locus-tag="Y0225" 

00) 

CDS complement(238391. .2389 /locus-tag="y0225" 

00) 

/f unction=" IS and transposon 
related functions" 
/note="IS1541a; residues 1 to 169 
of 169 are 100.00 pet identical to 
residues 1 to 169 of 169 from 
GenPept : >gb | AAC82673 . 1 | 
(AF074611) transposase [Yersinia 
pestis] " 
/codon-start=l 
/transl-table=ll 
/product= "putative transposase" 
/protein-id="AAM83819 .1" 
/db-xref="GI: 21956900" 



/translation="MRSGNCKCSTRNQKGVPMRD 

EKSLAHTRWNCKYHIVFAPKYRRQ 

VFYREKRRAIGSILRKLCEWKNVNILEAEYCVDH 

IHMLLEIPPKMSVSGFMGYLKGKS 

SLMLYEQFGDLKFKYRNREFWCRGYYVDTVGKNT 

ARIQEYIKHQLEEDKMGEQLSIPY 

PGSPFTGRK" 

238849. .239211 /locus-tag="y0226 " 

238849. .239211 /locus-tag="y0226 " 

/note="residues 61 to 115 of 120 
are 36.36 pet identical to 
residues 30 to 81 of 275 from 
GenPept : >gb | AAL48672 . 1 | 
(AY071050) RE13795p [Drosophila 
melanogaster] " 
/ codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83820 . 1" 
/db-xref="GI: 21956901" 
/translation="MGPPFDFLLNICSCQTANCF 
NKSKGVFITDPKLKALLNPQPSWG 
FSGHKKNLPPCRFFCAYDTGTDIKNTALPRAPES 
PADIIAAQKNHVTGQETVIWLNYL 
TILAGSPFIHLEQCETW" 

239254. .240429 /locus-tag="y0227" 

239254. .240429 /locus-tag="y0227" 

/note="residues 1 to 388 of 391 

are 58.50 pet identical to 

residues 1 to 388 of 391 from 

GenPept : >gb | AAL1951 8 . 1 | 

(AE008722) putative ATPase 

involved in DNA repair [Salmonella 

typhimurium LT2]" 

/codon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM83821 . 1" 

/db-xref="GI: 21956902" 

/translation="MKKLIKRLEIIKSGIELEDD 

DIIRHQLPYLKSETQDPVLVFIVM 

AIEQGKFTQALDAIATWLGSKQGVIQWQDIELAA 

CKLELKALEEQLSELIDKRNERIQ 

LLDDFNDLYLVRLGPLMKQILNLRRQLAESTLRK 

AEAEARRRERDYRNCQQYISQAID 

ELISLKQRWLALPSISNDTIEIRNRIQQQTELIT 

ALLAEIKELENSFCTRNTESTRKA 

REEAKEKYERYQEQQTDAEQRLDNDRKLSSEQRQ 

DLKRLWRQASRLCHPDLVADAFKE 

KAHQLMVQLNQARQRGDFPAIHALLESLKQGLEP 

LMASDLIDDLERLRRKISDVRTQI 

DAI LHE I DALKGEE S WRLAT S LPDKDKWFKEQEN 

VLSKTLNILERQVEEASRVLYEA" 

complement (240536 . .2418 /locus-tag="y0228" 

82) 

complement (240536. .2418 /locus-tag="y0228" 
82) 

/note="residues 3 to 446 of 448 
are 52.78 pet identical to 
residues 1 to 449 of 452 from 
GenPept : >emb | CAC45768 . 1 | 
(AL591786) hypothetical signal 



peptide protein [Sinorhizobium 
meliloti] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83822 .1" 
/db-xref="GI :21956903" 
/trans lation="MHMSKFRLVLLASSIAFSTS 
SWAQAVEVPAVLAGHAVLPVKSTV 
ATPSDAPTDLQQSGKYTSGQRVSALGSVAAKSAD 
RLTGIGLPISGQPLQGHSGIKHMP 
DGTYWVLTDNGFGSKANSPDAMLYLNHYNIDFKN 
GNVTPLQTVFLHDPDKKVPFHI IN 
ESTEKRYLTGSDFDPESFQFADDALWIGDEFGPY 
LIKADLNGKVLAVFETQVDGNWK 
SPDNPTLTLPGAPDGKQNFQVARSKGFEGMAVSP 
DGSKLYPMLEGALWDGEKFENIDG 
KRYLRVLEFDVKNQAWTGRSWQYVLEDNQNAIGD 
FNLIDANHGLVIERDNGEGTADKA 
CAAGAPTDKCFSQIAKFKRVYKIAFSDDNVGKPV 
EKVSYIDLLNIKDPQNLARKPLNN 
GVLTFPFFTIENVDWDASHIIVGNDNNFPFSSS 
RQPNEADDNEFILLDVKALLSQ" 
gene 242133 .. 242987 /locus-tag="y0229 " 

CDS 242133. .242987 /locus-tag="y0229" 

/note="residues 2 to 280 of 284 
are 70.25 pet identical to 
residues 17 to 295 of 304 from E. 
coli K12 : B2989; residues 2 to 
280 of 284 are 72.04 pet identical 
to residues 1 to 279 of 288 from 
GenPept : >gb | AAL2201 4 . 1 | 
(AE008844) putative glutathione 
S-transf erase [Salmonella 
typhimurium LT2] " 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83823 .1" 
/db-xref="GI: 21956904" 
/translation="MMKDNEYQPPKIWTENNASG 
GVWSKINRPTAGARYEADLPVGKH 
PLQLYSMGTPNGQKVTILLEELLALGEKGAEYDA 
HLIRISEGEQFSSGFVSINPNSKI 
P ALMD Y S S T P P VRVF E S G A I L L Y L ADKFGHF L PK 
SHAARTEALNWLFWLQGAAPYLGG 
GFGHFYHYAPVKIEYAIDRFTMEAKRQLDLLNTQ 
LKTHEYIAGDEYTIADIAIWPWYG 
SLVLGLQYEAGEFLDVKSYPHLIRWTETIAKRPA 
VQRGRIVNRTWGAPEEQLPERHDA ADFDRLIK" 
gene complement ( 243177 .. 2437 /locus-tag="y0230" 

82) 

CDS complement (243177. .2437 /locus-tag="y0230" 

82) 

/note="residues 14 to 194 of 201 
are 44.75 pot identical to 
residues 14 to 194 of 200 from 
GenPept : >emb | CAC95734 . 1 | 
(AL596165) similar to putative 
sugar-phosphate isomerase 
[Listeria innocua] " 
/ codon-start=l 



/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM83824.1" 

/db-xref="GI: 21956906" 

/translation="MSQNKEWLAASDAWMIYSRE 

L AALKENVDQQ VWL Q VL D AL AE C R 

GKIAVTGVGTSGIAARKVAHMLACVEQPAIYLNA 

TDAAHGDLGFLGAQDIIILISRGG 

NSDELTRLLPTLQRKQVKIISVTENEQSAIAQVS 

ALVLKTHVKQE I DPLNMLATTS I V 

LVLALFDAICACLMARTGFSKETLLAVHPGGDVG 

MVLRKQQ" 

gene complement ( 243779 .. 2454 /locus-tag="y0231" 

31) 

CDS complement(243779. .2454 /locus-tag="y0231" 

31) 

/ function="enzyme" 
/note="residues 8 to 548 of 550 
are 50.44 pet identical to 
residues 13 to 566 of 569 from 
GenPept : >emb | CAB81024 . 1 | 
(AL161576) putative protein 
[Arabidopsis thaliana] " 
/codon-start=l 
/transl-table=ll 

/product="putative sugar kinase" 

/protein-id="AAM83825. 1" 

/db-xref="GI: 2195690 7" 

/translation="MRDKTMASYFIGVDVGTGSA 

RAGVFDLQGRMVGQASRE I TMFKP 

KADF VEQ S S EN I WQAVCNAVRDAVNQAD I NP I Q V 

KGLGFDATCSLWLDKEGNPLTVS 

PSGRNEQNVIVWMDHRAITQAERINATKHPVLEF 

VGGVI SPEMQTPKLLWLKQHMPNT 

WSNVGHLFDLPDFLTWRATKDETRSLCSTVCKWT 

YLGHEDRWDPSYFKLVGLADLLDN 

NAAKIGATVKPMGAPLGHGLSQRAASEMGLIPGT 

AVSVSIIDAHAGTIGILGASGVTG 

ENANFDRRIALIGGTSTAHMAMSRSAHFISGIWG 

PYYSAI LPEYWLNEGGQSATGAL I 

DHIIQSHPCYPALLEQAKNKGETIYEALNYILRQ 

MAGEPENIAFLTNDIHMLPYFHGN 

RSPRANPNLTGIITGLKLSTTPEDMALRYLATIQ 

ALALGTRH HE TMNQNGYN I DTMM 

ASGGGTKNPIFVQEHANATGCAMLLPEESEAMLL 

GSAMMGTVAAGVFESLPEAMAAMS 

RIGKTVTPQTNKIKAYYDRKYRVFHQMYHDHMRY 

QALMQEGA" 

gene complement ( 245435 .. 2463 /locus-tag="y0232 " 

88) 

CDS complement (245435. .2463 /locus-tag="y0232 " 

88) 

/f unction="transport ; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="residues 20 to 310 of 317 
are 58.76 pet identical to 
residues 16 to 306 of 318 from 
GenPept : 

>gb|AAG54673.1 IAE005211-8 
(AE005211) putative permease 
component of transport system. 



probably ribose specific 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 

/transl-table=ll 

/product="putative permease of ABC 
transporter" 

/protein-id="AAM83826 .1" 

/db-xref="GI : 21956908" 

/translation="MTWLNRTIPDDRIIRLQLLI 

LIAVMLVFSLTLGQRFFSLGNFQS 

MSSQLPILGMLALGMGLTMLTGGINLSIIAGANA 

CSLVMAAI IVSHPGQPAFLLLALV 

AGLLVAVAIGTLNGVLISVIGVSPILATLGTMTL 

ITGLNILLSNGDVISGFPPVIQYI 

GSGDIVGIPVAMILFLLVAAGLWVLLEHTTLGRS 

lYLVGSNEQATRFSGVNTHRVQIA 

VYILSALLGWGAAILMMAKFNSAKAGYGESYLLV 

TILASVLGGINPDGGFGRIIGLIL 

ALWLQLLESGLNLLGVSSYLTMALWGGVLILFI 

ALQNRKA" 

gene complement ( 246390 .. 2473 /locus-tag="y0233 " 

79) 

CDS complement(246390. .2473 /locus-tag="y0233 " 

79) 

/f unction="transport ; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="residues 6 to 321 of 329 
are 57.59 pet identical to 
residues 1 to 316 of 323 from 
GenPept : 

>gb|AAG54672.1 IAE005211-7 
(AE005211) putative permease 
component of transport system, 
probably ribose specific 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 

/product="putative permease of ABC 
transporter" 

/protein-id="AAM83827.1" 
/db-xref="GI: 21956909" 
/translation="MDKLKLRQLTGHHEFYLGLL 
VLLLAIGLSVQSPEFLTLGNLTDV 
ATSYAILGILACGLFWLIAGGIDISFPAVTAIA 
QYVMASWVITQGGSFPLALVMAMA 
VGLLLGLINGLLVYWLKVPAI IITIATLNLFYGL 
LVYFTNGTWLYGFPDWFMTGINWF 
SFEGSDGYDYGLTLPLLCLAGTIIFTGVMMNYTR 
LGRQIFAMGSNKDAASRLGINIFR 
LHLYVYGYMGI LAGVAAWQAQI SQSVAPNSLMG 
FELTVLAAWLGGTSMSGGRGSLT 
GT VL G VML LAFLQNGLTLLSVSS YWHT VF S GV II 
LVSISTTAWNEKRKLLREH" 
gene complement ( 247372 .. 2488 /locus-tag="y0234" 

68) 

CDS complement(247372. .2488 /locus-tag="y0234" 

68) 

/function="transport; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="residues 116 to 498 of 498 



are 61.19 pet identical to 
residues 9 to 392 of 392 from 
GenPept : 

>gb|AAG54671.1 IAE005211-6 
(AE005211) putative ATP-binding 
component of transport system, 
probably ribose specific 
[Escherichia coll 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 
/product="putative ATP-binding 
protein of ABC transporter" 
/protein-id="AAM83828 . 1" 
/db-xref="GI: 21956910" 
/translation="MTQATAFITLENISKRFPGV 
LALDGVNLTLNKGEVHCLAGQNGC 
GKSTIIKVISGVYQPEKGASILIDGKLLHQLTPQ 
LSFYYGVQVIYQDLSLFPNLTVAE 
NIAVHRYLPGGDFWVKRKSMRERALAAMQRVGVT 
LDLDKKVEQLS lADRQLVAICRAI 
AADARLVIMDEPTASLTSQEVKGLLNWRDLKSQ 
G I C WF VS HRL DEVME VADR I SVM 
RDGKWVGTWQASELDSHELAFLMTGQRFTYRPLP 
PLAAKAAPLLEIRKLSRGEQFRNI 
DLTLHQGEIVSITGLLGAGRTELCLSLFGMTQPE 
SGE IFVAGEPVRFRHNRDAI RHG I 
GYVSEDRLTQGLIMEQSIYDNTIVSVFDQLHTRS 
GLLDHSKAAALVNKLVQDLNIKVS 
DTALPVKTLSGGNAQRIAIAKWVATQPRILILDS 
P T VGVD I ANKE G I YH I AKAL AEQG 
MAVLMI C DE I P E AY YN S HRVLVMRKGE L I AEF YP 
HQCTEQQIAEWNG" 
gene complement ( 249072 .. 2501 /locus-tag="y0235" 

30) 

CDS complement (249072. .2501 /locus-tag="y0235" 

30) 

/f unction="transport ; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="residues 25 to 350 of 352 
are 53.37 pet identical to 
residues 5 to 327 of 328 from 
GenPept : 

>gb|AAG5466 9 . l|AE005211-4 
(AE005211) putative periplasmic 
binding protein, probable 
substrate ribose [Escherichia coli 
0157:H7 EDL933] " 
/ codon-start=l 
/transl-table=ll 
/product="putative periplasmic 
binding protein of ABC 
transporter" 

/protein-id="AAM83829 .1" 

/db-xref="GI :21956911" 

/translation="MQHNKISYLATVPLPERKQE 

GIAMKFNLALLNVCIVSACMLFTT 

QTLAAEKKHEIAWAKVTGIPWFTRMEVGVNEAA 

KKLNVNAYQVGPATPDPAQQVKVI 

EDL I AKNVDAI I WPNDAKVLEPVLKKAQEKG IV 

VLTHESPDQRIGQWDVETIDSEKY 

AQANMDE L AKAMGNKGG YAI YVG S L T VP LHNAWA 



DYAIKYQKEKYPEMFEVTPRLPVA 

ENIDKSYSTTLDLMKTYPQMKGIIGFGSLGPIGA 

GQAVAKKRAKDQ I AWG I AMPAQA 

APYLMRGDIKKALLWDPKDAGFAWEIANQLLNG 

QKVTEDLTIDGLGKADVDSKNGVI 

RFNKILEVTKDNAKTLGF" 

gene 250774 .. 251775 /gene="ddg" 

/locus-tag="y0236 " 

CDS 250774. .251775 /gene="ddg" 

/locus-tag="y0235 " 
/f unction="putative factor" 
/note="residues 25 to 333 of 333 
are 66.66 pet identical to 
residues 20 to 327 of 328 from E. 
coli K12 : B2378; residues 28 to 
333 of 333 are 66.66 pet identical 
to residues 1 to 305 of 306 from 
GenPept : >emb | CAD07638 . 1 | 
(AL627274) putative 
acyltransf erase [Salmonella 
enterica subsp. enterica serovar 
Typhi] " 

/ codon-start=l 
/transl-table=ll 
/product="putative heat shock 
protein" 

/protein-id="AAM83830 . 1" 
/db-xref="GI: 21956912" 
/translation="MSEDMYRYRVMSLCVTHSHL 
THNDRVHMI KPQKFH I S LLHPRYW 
LTWFGLGVLFLLVQLPYPLLNKLGVWLGRTSMRF 
LKRRVS I ARRNLELCFPDMDKQVL 
EQTIIGNFESLGMGLLETGMAWFWSDTRIQRWFS 
VSGLENLKRAQQGKRGVLVIGVHF 
MSLELGGRVMGQCQPMMAMYRPHNNKVMELVQTW 
GRMRSNKAMLDRRDLRGMVRALKQ 
GEAVWFAPDQDYGPRGSVFAPLFAVEHAATTSGT 
FML ARL AKP AL L P L VL L RKKEGRG 
YDLLIQPALEDYPIDDEIAAASYMNKVIEKEIMR 
APEQYLWLHRRFKTRPIGEPSLY" 
gene 251819 .. 253114 /locus-tag="y0237" 

CDS 251819. .253114 /locus-tag="y0237" 

/note="residues 186 to 247 of 431 
are 26.15 pet identical to 
residues 515 to 579 of 865 from 
GenPept : >dbj | BAB73 4 40 . 1 | 
(AP003587) ORF-ID:alll741 probable 
proteinase [Nostoc sp. PCC 7120]" 
/ codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83831 . 1" 
/db-xref="GI: 21956913" 
/translation="MKGKRAVGWGITAHFILWF 
NRSNVALIPFFEGPSIMKSLILLL 
ALLIPASVTANTLSVEPKDTKPALIDSLSATFAI 
DKIAMLKKEKGANESNLYLPFEQT 
KDGLAILFGDINQDGKIDALVPFTWEGLNGLDQE 
IPSNDWYSYYAIYLQDDQGWKQVG 
QIPTGTFTTDNQTLLTNIEDGVIYGEIMPRMTDD 
DPQPQQWVLRAHPEKDNLLVPIPT 
PQPLANALTLNLSKKRPLTRNALVTAFGEPINIG 



DNYFLVDGDCVGHPDWKYYQYPGA 

AFNVSQNDNSVGVSHFIGIPDNLSLVLGDLTITQ 

KTSAHQLIKALSQNDSFTVSRTST 

DLRTDLGQSSPYFDDANDIFALRLPYYIAGFEAW 

AKKNEAREVPNDEEADTFTRQFYF 

TTTIGVAPIQNSPTRLMFYFLGDKMVALSVIYDD 

GQVCI" 

gene complement ( 253332 .. 2550 /locus-tag="y0238" 

02) 

CDS complement (253332. .2550 /locus-tag="y0238" 

02) 

/note="residues 8 to 554 of 556 
are 75.13 pet identical to 
residues 1 to 547 of 549 from E. 
coli K12 : B4065; residues 5 to 
555 of 556 are 74.95 pet identical 
to residues 13 to 563 of 563 from 
GenPept : >emb | CAD09253 . 1 | 
(AL627282) putative 
sodium/hydrogen exchanger family 
protein [Salmonella enterica 
subsp. enterica serovar Typhi]" 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83832 .1" 
/db-xref="GI:21956915" 
/translation="MWSLKESMEIFFTILILILV 
VSLSGWTRMLPFQVPLPLMQIVC 
GALLAWPNFGLHVNFDPELFLVLFIPPLLFADGW 
KTPTREF I HHGRE I LGLALALVLV 
TIVGIGYLI Y WMVP G I P L VAAF AL AAVL S P T D AV 
ALSGIVGKGRIPKSIMGVLEGEAL 
MNDASGLVALKFAIAVAMGTMIFTVSGATLEFLK 
VAIGGLLAGVAITWLYSKSLRIMS 
RWSGDDPATQIVLLLLLPFASYLVAEHLGVSGIL 
AAVAAGMT I S Q S G 1 1 RNAP L AMRL 
RADSVWSMLEFVFNGMVFILLGLQLPGILETSIT 
QAELDPTIQTWNLFADVAIIYGAL 
LLLRFGWLWSMKKISKRVLTKRPLQFSDYTTREL 
WVAS F AG VRG A I T L AG VL S I P L F L 
SDGSAFPSRYQLVFIATGVILLSVIIGVIALPPL 
LRGWVADKS ASREE I RLARAAMA 
EVAIVSLNKMEERLMTSSEENIDSELLKEVSSRV 
IGTLRRRTGSKDEVENTLLIENLE 
RRFRLTALRAERGELYHLRATQKISNETLQKLLH 
DLDLLEALLIEKEG" 
gene complement ( 255330 .. 2566 /locus-tag="y0239 " 

85) 

CDS complement(255330. .2566 /locus-tag="y0239 " 

85) 

/note="residues 4 to 451 of 451 
are 85.04 pet identical to 
residues 2 to 449 of 449 from E. 
coli K12 : B4064; residues 9 to 
451 of 451 are 87.35 pet identical 
to residues 13 to 455 of 455 from 
GenPept : 

>gb|AAG58013.1 IAE005518-7 
(AE005518) Z4223 gene product 
[Escherichia coli 0157:H7 EDL933]" 
/ codon-start=l 



257139. .257342 
257139. .257342 



gene 
CDS 



/transl-table=ll 
/product="putative transporter" 
/protein-id="AAM83833 .1" 
/db-xref="GI: 21956916" 
/translation="MSSSNPQAQPKGTLDAFFKL 
SERGSNVRQEVLAGLTTFLAMVYS 
VIWPSMLGKAGFPPTAVFVATCLVAGLGSLLMG 
LWANLPMAIGCAISLTAFTAFSLV 
LGQQISIPVALGAVFLMGVLFTIISVTGIRSWIL 
RNLPMGVAHGTGIGIGLFLLLIAA 
NGVGLVIKNPIEGLPVALGAFTSFPVIMTLLGLA 
VIFGLEKLRVPGGILLVIVAISVI 
GLIFDPSVTYQGLFAMPSLADANGDSLIFSLDIM 
GALQPWLPSVLALVMTAVFDATG 
TIRAVAGQANLLDKDGQIISGGKALTTDSVSSIF 
AGLVGAAP AAVY I E S AAGT AAGGK 
TGLTATWGILFLLILFLSPLSY L VP AY AT AP AL 
MYVGL LML SNVSKLDFE OF VDAMS 
GLLCAVFIVLTCNIVTGIMLGFSSLVIGRVCSGE 
WRKLNVGTVI I AVALVAFYAGGWA I " 
/locus-tag="y0240" 
/locus-tag="y0240" 
/note="residues 7 to 66 of 67 are 
38.33 pet identical to residues 26 
to 85 of 86 from GenPept : 
>gb|AAG54551 .l|AE005201-4 
(AE005201) damage-inducible 
protein J [Escherichia coli 
0157:H7 EDL933] " 
/ codon-start=l 
/transl-table=ll 
/product="putative DNA-damage 
inducible protein" 
/protein-id="AAM83834 . 1" 
/db-xref="GI: 21956917 " 
/translation="MANAKALGLDLSTVIRMWN 
RLAVNAELPIDLLQPNQETLQAIR 
DLENGVEVYRVDSVDALKRDLGW" 
/locus-tag="y0241" 
/locus-tag="y0241" 
/note="residues 2 to 27 of 27 are 
57.69 pet identical to residues 73 
to 98 of 98 from GenPept : 
>gb|AAF96231 . 1 I (AE004370) 
conserved hypothetical protein 
[Vibrio cholerae] " 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83835.1" 
/db-xref="GI: 21956918" 
/translation="MPDLLLIYQRTDSEIKLYRV 
GSHSDLF" 

complement (257961 . .2588 /gene="ssuB" 
15) 

/locus-tag="y0242" 
complement (257961 . .2588 /gene="ssuB" 
15) 

/locus-tag="y0242" 
/f unction="transport of small 
molecules; carbohydrates, organic 
acids, alcohols" 



257698. .257781 
257698. .257781 



gene complement ( 258773 .. 2595 

70) 

CDS complement(258773. .2595 

70) 



/note="residues 22 to 256 of 284 
are 72.34 pet identical to 
residues 8 to 242 of 255 from E. 
coli K12 : B0933; residues 16 to 
260 of 284 are 72.24 pet identical 
to residues 11 to 255 of 274 from 
GenPept : 

>gb t AAG06 83 0 . 1 | AE0 0 4 765-3 
(AE004765) probable ATP-binding 

component of ABC transporter 
[Pseudomonas aeruginosa] " 

/codon-start=l 

/transl-table=ll 

/product="putative ATP-binding 

component of a transport system of 

aliphatic sulfonates ABC 

transporter " 

/protein-id="AAM83836 .1" 

/db-xref="GI: 21956919" 

/translation="MASGLSTKIRRSAMTTLTHI 

PQGTP I TLES I GKRYGNRTVLDNL 

QLRITAGQFVAWGRSGCGKSTLLRLLAGLEAAS 

DGTLLSGNALLSHAKDETRLMFQE 

ARLLPWKKVIDNVGLGLRGHWRDEALQVLDTVGL 

ADRANEWPAAL SGGQKQRVALARA 

LIHRPRLLLLDEPLGALDALTRIEMQGLIERLWQ 

QHGFTVLLVTHDVSEAIALADRVL 

LIEEGRIGLDLAIDLPRPRRKGSAKLAALEAEVL 

ERVLSPPQGIEASRQGIKASRQGT ATSRRVAN" 

/gene="ssuC" 

/locus-tag="y0243" 
/gene="ssuC" 

/locus-tag="y0243" 
/f unction="transport of small 
molecules; carbohydrates, organic 
acids, alcohols" 
/note="residues 1 to 260 of 265 
are 79.61 pet identical to 
residues 15 to 274 of 278 from E. 
coli K12 : B0934; residues 2 to 
264 of 265 are 80.98 pet identical 
to residues 1 to 262 of 262 from 
GenPept : 

>gb|AAG06 831 . l|AE004765-4 
(AE004765) probable permease of 
ABC transporter [Pseudomonas 
aeruginosa] " 
/eodon-start=l 
/transl-table=ll 
/product="putative transport 
system permease protein of 
aliphatic sulfonates ABC 
transporter" 

/protein-id="AAM83837 . 1" 

/db-xref="GI : 2 195692 0" 

/translation="MMTISAQRILHRLAPWILPV 

AL WGWQVAVE AGWL SNRI LPAP S 

AWT AF WAL TK S GE L WQHL T I S S WRAL I GF S I GG 

SIGLVLGVITGLSRWGERLLNSSV 

QMIRNVPHLALIPLVILWFGIDESAKIFLVALGT 



LFPIYLNTYHGIKNIDSGLLEMAR 

SYGLSGFRLLTQWLPGALPSIMVGVRFALGFMW 

LTLIVAETISANSGIGYLAMNARE 

FLQTDWWAIVLYALLGKLADGSAQLLERVWLR 

WHPAYQQKSGEAQ" 

gene complement ( 259579 .. 2607 /locus-tag="y0244" 

27) 

CDS complement(259579. .2607 /locus-tag="y0244" 

27) 

/note="residues 1 to 382 of 382 
are 78.79 pet identical to 
residues 1 to 381 of 381 from E. 
coli K12 : B0935; residues 1 to 
382 of 382 are 81.93 pet identical 
to residues 1 to 382 of 382 from 
GenPept : 

>gb|AAF81710.1 IAF250869-2 
(AF250869) sulfonate monooxygenase 
[Buttiauxella sp. PNBS] " 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83838.1" 
/db-xref="GI: 21956921" 
/translation="MSINVFWFLPTHGDGHYLGS 
SEGARAVDYSYLQQIAQAADRLGF 
GGVLIPTGRSCEDSWLVAASLIPVTQRLKFLVAL 
RPGIISPTLAARQAATLDRLSNGR 
ALFNLVTGGDPEELAAEGLHLNHTERYEASAEFT 
HVWRKVLEGET VDFAGKH I QVKGA 
KLLFPPVQHPRPPLYFGGSSAAAQDLAAEQVELY 
LTWGEPPEQVKEKIEEVRAKAAAK 
GRTVRFGIRLHVIVRETTEEAWRAANRLIANLDD 
KT I ADAQQAF AGF D S VGQQRMAAL 
HGGKKDNLEISPNLWAGVGLVRGGAGTALVGDGP 
T VAQR IQEYADLGIDT F VF S G YPH 
LEEAYRVSELLFPHLDLATTELPTQRPATQPQGE 
WANIYVPQKVSQS" 
gene complement ( 260746 .. 2618 /gene="ssuA" 

82) 

/locus-tag="y02 45" 
CDS complement (260746. .2618 /gene="ssuA" 

82) 

/locus-tag="y02 45" 
/f unction="transport of small 
molecules; carbohydrates, organic 
acids, alcohols" 

/note="residues 18 to 333 of 378 
are 73.10 pet identical to 
residues 17 to 331 of 333 from E. 
coli K12 : B0936; residues 18 to 
333 of 378 are 73.41 pet identical 
to residues 17 to 331 of 333 from 
GenPept : 

>gb|AAG55421.1 IAE005283-8 
(AE005283) orf, hypothetical 
protein [Escherichia coli 0157 :H7 
EDL933] " 
/codon-start=l 
/transl-table=ll 
/product=" solute-binding 
periplasmie protein of aliphatic 



sulfonates, ABC transporter" 

/protein-id="AAM83839 .1" 

/db-xref="GI: 2 1956922" 

/translation="MSLSFFFRRGFNVHRWLNIG 

AMAAI ITLAFTNTVIAQDNAPAQF 

RIGYQKGSVNLVLAKTHQLLEKRFPDTQISWIEF 

PAGPQMLEALNVNSIDLGSTGDIP 

P I F AQAAGADL L Y VGME P P KP KAE V ILVPENSAI 

NSVAELKGHKVAFQKGSSSHNLLL 

QALQKAGLKFTDIQPVYLTPADARAAFQQGNVDA 

WVIWDPYYSAALLQGGIRVL I DGS 

QLNQTGSFYLASRPYTEANGPFIQQVLEVLTQAD 

ALTLSDRAQSITLLANAMGLPEAV 

lASYLDHRPPTAIQPLSQATVAAQQRTADLFFAN 

RLLPVKVDISQRVWQPAGQLSSKP 

PSSKPSSSKPSSSNQSSPSQLPTDQPSIAQTSIE 

QSSTAKSQTK" 

gene complement ( 261897 2624 /locus-tag="y0246" 

78) 

CDS complement (261897. .2624 /locus-tag="y0246" 

78) 

/note="residues 1 to 175 of 193 
are 61.14 pet identical to 
residues 1 to 175 of 191 from E. 
coli K12 : B0937; residues 1 to 
175 of 193 are 61.71 pet identical 
to residues 1 to 175 of 191 from 
GenPept : >dbj | BAB344 43 . 1 | 
(AP002553) NAD(P)H-dependent FMN 
reductase [Escherichia coli 
0157:H7] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83840 .1" 
/db-xref="GI : 2 1956923" 
/translation="MRVISLAGSPRTPSRSAALL 
NLSQHWLQQQNVEVIPYTLHDFQA 
DDLLRANFNSPDVSAFVAQLATADGLLIATPIYK 
ASFSGALKTLLDLLPERALDHKW 
LPLATGGSIGHMLAVDYALKPVLTALKAQEVLHG 
VFVDDSQWFHGEQVTVSTSATTR 
LEEALESFYLALGRRKPLASNAVSSSLVQQTAA" 
gene 262949 .. 263650 /locus-tag="y0247" 

CDS 262949. .263650 /locus-tag="y0247" 

/ f unction="enzyme" 
/note="residues 9 to 225 of 233 
are 34.10 pet identical to 
residues 11 to 222 of 224 from 
GenPept : >gb | AAB85318 . 1 | 
(AE000859) deoxyribose-phosphate 
aldolase [Methanothermobacter 
thermautotrophicus] " 
/ codon-start=l 
/transl-table=ll 
/product= "putative 
deoxyribose-phosphate aldolase" 
/protein-id="AAM83841 .1" 
/db-xref="GI: 21956924" 
/translation="MIDFNDPRQVAKAIQFTNVN 
ADLTREGVIKHLNICLEYQFDAAM 
lAPCWVYLAKDVLKGSGVRVATTVNFPQANDTTA 



gene 263804 .. 264736 

CDS 263804. .264736 



MKVAIVRELAKEGADEFDFPPNPG 
FLLGGLDELYFNELKEVTHIAHDLGMKVKAMLEF 
GF I TEEAMKI KATRYAYEAG I DWV 
KQSSGWGKGGCAATVEDVQLLKANIQAPCRVKVS 
GKVNTLEKMKEMFLAGAELVGTSS 
GPELVKGLTGDINAY" 
/locus-tag="y0248" 
/locus-tag="y02 48" 

/function="enzyme; degradation of 
small molecules; Carbon compounds" 
/note="residues 4 to 299 of 310 
are 39.26 pet identical to 
residues 5 to 301 of 308 from 
GenPept : 

>gb|AAG05338.1 IAE004621-9 

(AE004621) ribokinase [Pseudomonas 

aeruginosa] " 

/codon-start=l 

/transl-table=ll 

/product="putative ribokinase" 

/protein-id="AAM83842 .1" 

/db-xref="GI: 21956926" 

/translation="MMSVFILGSYAKALVMTTDR 

IPLAGETLIGYDFRQTWGGKGSDM 

AVQAVRLGAEVAYAGWGDDTFGHEFVGLMQEEG 

VNIDALTISGELPTGAGLIVKDKE 

ARNVIWDMGANKLFTPALVDSALSQLKQSNWL 

TQLEIPLETARYGLQRAKEFGKIT 

ILNPAPARDLRGLDLSAIDYLTPNETEARVALGL 

PPDDPRSNREIANLLLETGCQYW 

MTLGESGSAVFGRNDTQEIPPCIIDWDSNGAGD 

SFNAALAVALDEGLPISEAVLFAN 

ATAALCCMDWETVPSYRYREDVDAFMRSITVKEE 



gene 264742 .. 265245 /locus-tag="y0249" 

CDS 264742. .265245 /locus-tag="y0249" 

/f unction="putative transport; 

transport of small molecules; 

carbohydrates, organic acids, 

alcohols" 

/note="residues 1 to 135 of 167 
are 34.04 pet identical to 
residues 1 to 139 of 139 from 
GenPept : >gb | AAC22159 . 1 | (U32732) 
high affinity ribose transport 
protein (rbsD) [Haemophilus 
influenzae Rd] " 
/codon-start=l 
/transl-table=ll 

/product="putative inner membrane 
permease" 

/protein-id="AAM83 8 43 . 1 " 
/db-xref="GI:2195692 7" 
/translation="MRPDRILHPELAAALATLGH 
TDIILVTDAGFPIPPQAKRIDLGF 
WPGTVDVLHILRVLRKEIFVEEVRFASEVRDCHP 
QLYRDVQTLYTGSGAEFQAASHET 
LCHDLAHQAKWIRSGSFNPWANFALVASTDPFA 
WF T DE S GVKP L P AYVARRQR I L DN WPE LNA " 
gene complement ( 265407 .. 2663 /locus-tag="y0250 " 

48) 

CDS complement (265407. .2663 /locus-tag="y0250 " 



/function=" regulator" 
/note="residues 54 to 306 of 313 
are 23.57 pet identical to 
residues 51 to 302 of 307 from 
GenPept : 

>gb|AAG06959 .l|AE004778-3 
(AE004778) transcriptional 
regulator MmsR [Pseudomonas 
aeruginosa] " 
/codon-start=l 
/transl-table=ll 
/product="putative AraC-like 
regulator" 

/protein-id="AAM83844 .1" 

/db-xref="GI :2195692 8" 

/translation="MACHDEPGYSLNFCHQHRVG 

RMEKNMQRTQVVANWYRE S DEF S T 

L VN YR I LRAGH I RAADNFHVRRQ S VAGHE L I F C L 

NGSGFIRLENNLHEVKKGNLAWLP 

VRWPHEHFPNKQEPWE I LWLRI DGAKLNN IMQ I L 

DVAQQPVFEFTSPETITDIYHRLF 

DLMQSHTLVADAHCDVLCSQLIYTLLENRSFDAT 

KSPVISHRGLGRLIYQIHSHYNDD 

WDIDKFMQYCQVSKSQLFRLFQETFNQSPLRWLK 

NYRLSQARRLLVETEETISRIAGL 

VGYNDPLHFSRDFHRSVGLSPSDFRRQERQLDND 

RHD" 

gene 266543 .. 267673 /locus-tag="y0251 " 

CDS 266543. .267673 /locus-tag="y0251 " 

/note="residues 18 to 370 of 376 
are 43.94 pet identical to 
residues 13 to 359 of 352 from 
GenPept : >dbj | BAB49039 . 1 | 
(AP002998) hypothetical protein 
[Mesorhizobium loti] " 
/codon-start=l 
/transl-table=ll 

/product= "putative oxidoreductase" 

/protein-id="AAM83845.1" 

/db-xref="GI: 21956929" 

/translation="MDTLISQLEHATQPVLPKRR 

DYRIGIIGAGFIVEHCHLVAYQKA 

GF VP YG ITSKEHSQNHRLAET F AI KKVYE T WQ DM 

VCDPQIDIIDIAVPPHIQLEIVRF 

ICESNSAAKHIKGILCQKPLAMSLKDGREIVRLS 

QQSGIPIAVNSNMRYDPSMRALKY 

ILENQLIGDPVIASIDMRAIPDWQAFLQKYKKLE 

LYAMAIHHIDAFRFLFGDPVKVTA 

VCRTDPRTTFEHIDGITQYTFQYANGLIATSLDD 

VWAWPGEPCAKNNYINWRVEGSDG 

LAEGDFGWHRREPEYCGSTLKLASRNHPGQWIAP 

KWERQWFPDAFIGTMANLMCAIEE 

NRPPEISAEDNLGTLACIEACYLSIQQERTVYLN 

EILLENAK" 

gene 267670 .. 268569 /locus-tag="y0252 " 

CDS 267670. .268569 /locus-tag="y0252 " 

/note="endonuclease motif; 
residues 1 to 298 of 299 are 51.48 
pet identical to residues 1 to 303 
of 304 from GenPept : 
>dbj IBAB49038.1 I (AP002998) 



unknown protein [Mesorhizobium 
loti] " 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83846 .1" 

/db-xref="GI: 2 195693 0" 

/translation="MINVGIFTGYYPYTLSGTID 

KIKQAGMGCVQLDLEFTDIDLRRG 

RITKEKAHQVRNAFRRANIPIVAISAYTNLVHPD 

PVKRAEN I AAVKE I LAHARHFGTP 

YVISETGTYNTDSDWLYDPKNSTEEAYQEFKAIA 

KELATFAYEHNAVFLVENYVNNI I 

GSVGQVARLMQEVEHPGLGLALDPTNYFDDKNID 

AIDETLHNIFNVLESRIKIAHAKD 

CKKTDAIAEKFGGGAAEHNSFRGAGSVELPAAGL 

GALNYPLYVELLAQKHPNIPLIIE 

HVDEEDIPRAKRFVDEVLMATGS " 

268784. .268858 /locus-tag="y0253 " 

268784. .268858 /locus-tag="y0253 " 

/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83847.1" 
/db-xref="GI: 21956931" 
/translation="MDWIQDNSEMYLAGDWLTQT 
GLTG" 

complement (268916 . .2697 /locus-tag="y0254" 
10) 

complement (268916 . .2697 /locus-tag="y0254" 
10) 

/note="residues 42 to 145 of 264 
are 31.77 pet identical to 
residues 163 to 258 of 325 from 
GenPept : >emb | CAB126 73 . 1 | 
(Z99108) similar to iron(III) 
dicitrate transport permease 
[Bacillus subtilis]" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83848 .1" 
/db-xref="GI: 21956932" 
/translation="MCTAIAIYGTENIPPETAYE 
IGMLFFKVIELDITSTGYYKYRED 
RSEEDIDFIEVSLSDLKNELKNKNATSFRFYNES 
EKSNYWTASFGFSTSDFGGFYHFD 
AQCALSKNGKEKFIEFIKEFSSKNNFSYGIVYNP 
DNVADGF Y YAE GGNF VQ I YQ YENP 
MFFEKETGGMYEGQERYKNTMLRMVYPVNVINHH 
HLDI I IGNVSLKEWI SSDEKHGTL 
EGLNNDLWLWTVEDTKLDEVNKYLGEAGVLISWK 
PPTIKKAPRKLP" 

complement (269719 . .2742 /locus-tag="y0255" 

63) 

complement (269719. .2742 /locus-tag="y0255" 
63) 

/note="Rhs element associated; 
residues 89 to 1396 of 1514 are 
33.53 pet identical to residues 
112 to 1362 of 1517 from GenPept : 
>emb|CAD18288.1 I (AL646083) 



gene complement ( 274302 2747 

24) 



putative RHS-related transmembrane 
protein [Ralstonia solanacearum] " 
/codon-start=l 
/transl-table=ll 

/product="Rhs-lik;e core protein" 

/protein-id="AAM83849 .1" 

/db-xref="GI : 2 1956933" 

/trans lation="MFMTVAQSIGTGYGAAGAQS 

ALRQTALGQQSPARTDYQVSNPNV 

GNIARASDSLLNVAESQQFNTLVTAGFGMQAIAA 

GVAGGYVGAKIGNKLGHGIARALN 

FNQVATEGESPAHLGHPIAHQKKDWGVWGAIGGI 

LLGAAAAALVWTFGTGLWIAAA 

AAAAGLIGGIAAATGAALGQYGDNKGVIAEGSAN 

VFFEGQPVARVGDKIQCSDHPSSP 

PPMIAEGAKTVFANQKQIARLGHRTTCDGNINAG 

CGSLAITQETAYVYEVADSRNPYL 

RWSAVILSFLPIQKKFEQGFRSLKKPPNTAVNAT 

HNCPTGSDPVDMVSGDYLQVWPVI 

DIAGVLPVRLQRTYRSGDYFTVSGCFGHKWADSW 

SQHLWHEDNIDYIDEEGVGLSFF 

TPENKVQAVNLYNLRYELVGERHGELRVFDRSTQ 

QTLHFNQQQQQQRYLSAITDRKGN 

RI DFRYQQGEL I SVEHSDGYVLE I DSRGRT IHAV 

ELVTQEKRQKLLQSTFSERGYLVQ 

CQSFQYGTLSHEYDPKGYMVRWRDTDSTDVAVRY 

DI SGRWALKT S TGFFADHF I YHD 

KERYTIYRDGEGGETGYHYNENNLLIKLVDPLGN 

TTLTDWDLTQKIKETDALGRITRF 

lYNERGDLTAVILPDETRTEYEYNPSGWTAFTS 

SAGDSWQYQYDRQGLLRQVTYPSG 

QTMSFRYGKKGEVLRKIIAEDQVWRYHYDHHGCL 

STIIDPKGNSTAVTLDVLGRLFSH 

QNALGELTRYTHSDAHASPAGSVTKMVMPDGVEQ 

AIAYDSEKRIAALTDGAGKTTRYE 

YGGFDLLTGLIRPDGQRLTFGYDTLTRLNQVTNA 

SGDTYRYTRDRAGQVI SETDFTGR 

TVHYQYDAVGRRIGARYPDQRLVRWHYSMQDQVL 

AQQTWHCDALSSTLVGTVSYGYDG 

AGRLLSATNADAWEFDYDEAGQLVAERLNGREV 

RHQWDALNGTPVARQVGELGLTFV 

YGAQGELTRLQLAGHQPLQLQHDRLGRETVRESA 

AGFIQACNYTPSGLLAHQAAGRNS 

ALFQQQLIAPESPALHGSAVNRSWQYDRAYNWG 

MDDGRWGKTQYQYDRNDQWRADF 

GGFLPLQEQFSYDVNQNLREHRCLPRGAQAVLAQ 

ASQQQQAGRWKRGDSQYRYDAAG 

RLVEKRSQKDGYRPQLWRYRWNEQDQLSELITPT 

GARWRYGYDAFGRRIRKLRWDTP 

PLNEMDAPSTGPATASLAGYAYLWSGDQLIEEVP 

VYADGTVAYEQGIHWLYAPGGLTP 

MARYAQGKLHYWADHLGTPRELLNEQGKWWAS 

RLSTWGQAELWRQAANEEDRVSCN 

LRFAGQYADAESGLHYNRFRYYDGETGQYLCPDP 

IGLEGGLNPYGYVHNPVSWVDPLG 

LATCPMREVNGTKIFGKGQKDGTPGHDQFSEVIA 

NKLAMSGKFKEVYLNRSYNFANGK 

G I S GRRP D I MAVDMNGKVHAI E L AS 

KTDMGRKFPSLRTRNQDAMKNLPSIDRGSVIVL 

EHQYNSSKIKNALDNLISGI" 

/locus-tag="y0256" 



CDS complement(274302. .2747 /locus-tag="y0256 " 

24) 

/note="residues 1 to 137 of 140 
are 36.49 pet identical to 
residues 4 to 140 of 143 from 
GenPept : >emb | CADI 82 89 . 1 | 
(AL646083) conserved hypothetical 
protein [Ralstonia solanacearum] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83850 .1" 
/db-xref="GI: 21956934" 
/translation="MYYFNEGSLELPEAWRDMTV 
NVLTSSLDETVGLSFTVSRDTPPW 
GMGFHEFFDREIGSLSRQLNHYQLLHQDTGEVNN 
HPSVTAEFCWSSEQGRIHQLMTLV 
DIAPRVLILTATMVGELTPQQKEHITAIVQTLQI 
NARS" 

gene complement ( 274727 .. 2768 /locus-tag="y0257" 

29) 

CDS complement (274727. .2768 /locus-tag="y0257" 

29) 

/note="Rhs element associated; 
residues 77 to 696 of 700 are 
46.91 pet identical to residues 3 
to 633 of 633 from GenPept : 
>gb|AAG54902.1 IAE005236-3 
(AE005236) Z0707 gene product 
[Escherichia coli 0157:H7 EDL933]" 
/ codon-start=l 
/transl-table=ll 
/product="VgrG-iike protein" 
/protein-id="AAM838bl .1" 
/db-xref="GI:219b693b" 
/translation="MSGAQMTEMAGGIGDAVGGT 
AGKR I NQAAE VAKT AL D AKAKVL D 
GGVTPLNLAAGGAGAGLPDSAAAALTRLVKQPSG 
LQFTLTTASLPPQTFAWDFTLSE 
ML S S PF VLNVG L AS ADP AVDF AAVL DE DAT LF I W 
REGVLQRSITGMVASFEQGDTGFH 
QTRYSMVIRPALWRTSLRRNARIFQQASVEEIIT 
TLLKENGINDFAFGFRHPHPVREF 
CVQYQESDFDFIQRLTAEEGIFYYFEFSAGKNTV 
VYADDVGSLPKGASLPYNPNVAAQ 
AQELSITTFTRSAQVRPAMVQLKDYTFKNPNWAA 
AFSEQSGELQNQRPDYEHFDFPGR 
FKDAQHGQDFTRYRLDALRNDANLGQGASNDFTL 
QPGQLFSLYNHPRGDLNHAWQLLG 
VQHSGKQMQALEQASGDQGTVLFNHFSFIPHTQT 
WRPTPLAKPAMDGPQIAMWGPPG 
EEIYCDEYGRIRLQFLWDRYGQSNDNSSCWIRVT 
QPWAGQGWGML AI PRI GQEVWDF 
LHGDPDQPIVTGRTYHANNIPPGSLPASKTQMAF 
RSKTHQGEGYNEMRFEDAKGGEGL 
FMHAQKDMSTTVKDNQTTTVEKGNQTVTVEKGDR 
TVTVATGNETTDITQGSLTETIKV 
RRSTCANFIQVKAEGDAPGTQLYTATEQIKFVVG 
KSSITLNPDSIILQFSGSTSITLN 
AAN I DAI APL I NLNKDKG " 
gene complement ( 276826 .. 2769 /locus-tag="y0258 " 

24) 



gene 
CDS 



complement (276826. 
24) 



complement (276946 , 
22) 

complement (276946 , 
22) 



277204. .277692 
277204. .277692 



211114. .277998 
21111i. .277998 



gene 
CDS 



complement {211911 . 
74) 

complement (211911 . 
74) 



.2769 /locus-tag="y0258" 

/codon-start=l 

/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83852 .1" 
/db-xref="GI: 2 1956936" 
/translation="MFAHDKANNNKTADKTGTVT 
PTHIVSPEAAQP" 
.2771 /locus-tag="y0259" 

.2771 /locus-tag="y0259" 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83853 .1" 

/db-xref="GI: 21956937" 

/translation="MQTELNREIPLEELLRQLAV 

SADEHQPASPVLIKQIDDRWNALL 

SRYHHLTQQTNSAR" 

/locus-tag="y0260" 

/locus-tag="y0260" 

/function=" regulator" 

/note="residues 48 to 154 of 162 

are 33.64 pet identical to 

residues 6 to 108 of 112 from 

GenPept : >gb | AAF94621 . 1 | 

(AE004224) transcriptional 

repressor RstR [Vibrio cholerae] " 

/ codon-start=l 

/transl-table=ll 

/product=" transcriptional 

repressor" 

/protein-id="AAM83854. 1" 

/db-xref="GI : 2 1956939" 

/translation="MHRITISNSIAIRCVFVFKS 

GLILEHLMTDVIDEIMQTEEQRRA 

FGLRLKELRKQQHKTQKEVATRIGLQLSQYNKYE 

S GMH I PPADKL I T L AE L L VT SIDY 

LLLGSSNETSSIRNTRLLERFKALSQCQPEEQET 

VIKLIDAVIVKHRVESALQPVDPE KK" 

/locus-tag="y0261" 

/locus-tag="y0261" 

/note="residues 15 to 68 of 74 are 
42.59 pet identical to residues 35 
to 88 of 132 from GenPept : 
>gb|AAA97244.1 I (U14003) ORF-fl32 
[Escherichia coli] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83855. 1" 
/db-xref="GI :219569 40" 
/translation="MAKAHSTSGTGINKTPKTER 
YYTVGYVPQRGKRNPPPAINLKGR 
WLEALGFFSGQPVLITVEHGRLVIQPEIKI" 
.2781 /locus-tag="y0262" 

.2781 /locus-tag="y0262" 



/ codon-start=l 



/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83856 .1" 
/db-xref="GI: 21956941" 
/translation="MSHSPDRDSSPLSCIQAITI 
LL YFKYC AGRK S C I NN I GFVDNEF 
RDIIVHNTVENNIPIHIFISG" 

278074. .278265 /locus-tag="y0263 " 

278074. .278265 /locus-tag="y0263 " 

/note="residues 15 to 53 of 63 are 

34.69 pet identical to residues 

177 to 224 of 243 from GenPept : 

>gb|AAG55242.1 IAE005267-7 

(AE005267) arginine 3rd transport 

system periplasmic binding protein 

[Escherichia coli 0157:H7 EDL933]" 

/codon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM83857.1" 

/db-xref="GI: 21956942" 

/translation="MQDLRPAQYLKYNNIVMAWI 

QDNGELSLSGEWLTQTGLTGQPLA 

I SVMAGKVI IQFQKMNMLL " 

complement (278315. .2788 /locus-tag="y0264" 

00) 

complement (278315. .2788 /locus-tag="y0264" 
00) 

/note="residues 17 to 157 of 161 
are 25.97 pet identical to 
residues 29 to 169 of 192 from 
GenPept : >gb | AAC12984 . 1 | 
(AF020713) unknown [Bacteriophage 
SPBc2] " 

/codon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM83858 .1" 

/db-xref="GI: 21956943" 

/translation="MKNPCQNCEKNIDLSDIKSV 

EKTLGYSFPEAFVSHYLSFNGGVP 

LRAWWACDDGCEPLEIAAFKPFKYHKMTNDNPNS 

LIDGCYNEMIRKNVIPSNI IPFGN 

DWGGNFFCLNKDDDSWFYATDSFDPEVSMSKNH 

DVLQKKLTSSFEEFINGLVEEDDL E" 

complement (278802 . .2801 /locus-tag="y0265" 

72) 

complement (278802. .2801 /locus-tag="y0265" 
72) 

/note="Rhs element associated; 
residues 8 to 326 of 456 are 44.23 

pet identical to residues 957 to 
1250 of 1354 from GenPept : 
>emb|CAD08751 . 1 I (AL627266) 
Rhs-family protein [Salmonella 
enterica subsp. enterica serovar 
Typhi] " 

/eodon-start=l 
/transl-table=ll 
/product="rhsD protein" 
/protein-id="AAM83859 .1" 
/db-xref="GI: 21956944" 



/translation="MAADLLPRQGDIWRKFSFDT 
AGELSMATDFIRGEQQYRYDAEGR 
LTDSRERHQLSVAEDFAYDNADNLLNLRKLPFDT 
VDPLYDTPVANNRLTQWQHYRFEY 
DAWGNMTTRHAGGRMQHFAYDDDNRLLRAWGTGP 
LGEHDSHYRYDALGRRIHKSVTIK 
RGAEKTTRQTDFIWQGLRLLQEQHTDGNATYIYD 
PNESYTPLARVDQRHGETESQVYY 
FHTDINGTPLDVTDGEGKHRWSGKYHAWGKVTRQ 
NVSDPRQSTVSRFAQPLRYPGQYS 
DDETGLHYNTFRYYDPEIGRFSTQDPIGLAGGIN 
LYQYGPNPLTWIDPWGWAFGGVDF 
TGSPDLFPVKGSQLNIVEITMQGARGRDFTEAFK 
LAGISKADATGYTWHHLNDFDPVS 
GKTTMQLVTTSAHEATFPHAGSVSQFEKHFNLPS 
QSYGSADAVAISHSKGWLKGRIPK ALRSGC" 
gene complement ( 280200 .. 2830 /locus-tag="y0266 " 

91) 

CDS complement(280200. .2830 /locus-tag="y0266 " 

91) 

/note="Rhs element associated; 
residues 10 to 960 of 963 are 
37.73 pet identical to residues 1 
to 934 of 1364 from GenPept : 
>gb|AAL19248.1 I (AE008708) 
putative RHS-family protein 
[Salmonella typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 
/product="Rhs-like protein" 
/protein-id="AAM83860 . 1" 
/db-xref="GI: 21956945" 
/translation="MRRGPGRPAMFEAARVDDKL 
YH S S AL AGF 1 1 G S 1 1 GAAVI F AAA 
AYAAS I VLTGGATLVATGF I VGMGVTTLGWAGG 
LIRSVGEKIGSMCHHDVGQITTGS 
KN VKVN S KRAAH VE L S T VAC KD D S AI QRMAEG S S 
NIFINSKAAVRLEDKTTCDAWDS 
ASSNVTFGGGRVQYLDIKREISDEMRDLSEKLFI 
VAGLAGGIFGAAKQAGCFGLKCLS 
KIALGEMAGAAAGYGLEKGVGAIAGYFGYPVDVI 
SGQKLLTGEGDDTDFILPGIFPLH 
WSRIYRSENHHVGALGQGWSLVWERSLRKEDDSI 
VYQNDEGREIVFPLIKRGERYFSP 
TEHIWLARTERDTYAISSPFETCFIFEAFSEAGV 
AKLASLEDLNGHALYFSYDDIGQL 
KKISTTSGYGVYCQYEKGRLVSVACVKGGTPGTL 
VRYQYNEQHQL VS VTNREGQ I TRQ 
FGYHGHLINKLADVRGLECRYTWADIGGTPRITH 
SATNLGEQWQFDYDIDNQQTTLTD 
LNTGQTACWGYNAQHLITDYRDFDGGKYAFDYND 
LNMPVRWLAGERTLVLVYDALAR 
PIQITDPLKRETHIDYHRNSLRWRRQYPDGQVW 
KGEYDRTGRLLKENAPDGGVTLYH 
YPGASSLPERITNAVGAQTHLGWERHGQLTEHTD 
CSGKLTRYEYDIDGHLLTVIDAEN 
HSTHYSYNRLGQPTGIRYADGRKEQLRYNAQGLV 
EQFTDPVGRQLHWRYNLRGQPVSF 
TDRLQREYRYRYDCHGQMIELDNANGGQYHFRWS 
SGGQLVEEQYPDNLVRRYRYGESG 
MLMALE T TAP T VDDL T VS RQVS F D YDAGGRMT QR 
LTGMSATRYDWDIMDRLLLAERVP 



TAVGEQAGIVGHGVRLAYDKAGHLLTESGDLGAV 
TYQWDPLHHLAALTLPDGQTLSWL 
RYGAGHVSAIRHGDTLISEFSRDNLHREVSRTQG 
I LTQYRDYDAMGRRL " 
gene complement ( 283057 .. 2835 /locus-tag="y0267" 

15) 

CDS complement (283057. .2835 /locus-tag="y0267" 

15) 

/note="residues 9 to 144 of 152 
are 35.71 pet identical to 
residues 5 to 144 of 148 from 
GenPept : >gb | AAL19247 . 1 | 
(AE008708) putative cytoplasmic 
protein [Salmonella typhimurium 
LT2] " 

/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83861 . 1" 
/db-xref="GI: 21956946" 
/translation="MPENNINTYCIQEGTLECPE 
GFTDRTVNLFMKGKPGAAFALNIA 
RDVPEAHEVL S DYVQRQ I G I LKDNLKKYEVKKHQ 
QIDVGAQHIPGEYVEATYMAETRR 
VWQRQVAIQVGDHMMIFTATNASPFNPQQQATWE 
QW I H S F AP WARE AGHV " 
gene complement ( 283521 .. 2859 /locus-tag="y0268" 

23) 

CDS complement(283521. .2859 /locus-tag="y0268" 

23) 

/note="VgrG-like protein (Rhs 

element associated) ; residues 169 

to /92 of 800 are 44.06 pet 

identical to residues 3 to 674 of 

713 from GenPept : >gb | AAC62387 . 1 | 

(AF044506) VgrG protein 

[Escherichia coli] " 

/ codon-start=l 

/transl-table=ll 

/product="VgrG-like protein" 

/protein-id="AAM83862 .1" 

/db-xref="GI: 21956947" 

/translation="MFAHDKANNNKAADKTGTVT 

PTHIVSPEAAPTVSGAQMTEMAGG 

IGDAVGGTAGKRINQAAEVAKTALDAKAKVLDGG 

VTPTNIVATGPAPTVSGAQMTEMA 

GGIGDAVGGTAGKRINQAAEVAKTALEAKAKVLD 

GGVTPMNLAAGGAGAGLPDSAAAA 

ISRLVKQPSGLQFTLTTASLPPQTFAWDFTLSE 

MLSSPFVLNVGLASADPAVDFAAV 

LDEDATLFIWREGVLQRSITGMVASFEQGDTGFH 

QTRYSMVI RPALWRT S LRRNARI F 

QQASVEEIITTLLKENGINDFAFGFRHPHPVREF 

CVQYQESDFDFIQRLTAEEGIFYY 

FEFSAGKNTWYADDVGSLPKGASLPYNPNVAAQ 

AQELSITTFTRSAQVRPAMVQLKD 

YTFKNPNWAAAFSEQSGELQNQRPDYEHFDFPGR 

FKDAQHGQDFTRYRLDALRNDANL 

GQGASNDFTLQPGQLFSLYNHPRGDLNHAWQLLG 

IQHSGKQMQALEQASGDQGTVLFN 

HFSFIPHTQTWRPTPLAKPAMDGPQIAMWGPPG 

EEIYCDEYGRIRLQFLWDRYGQSN 



DNSSCWIRVTQPWAGQGWGMLAIPRIGQEVWDF 

LHGDPDQPIVTGRTYHANNIPPGS 

LPASKTQMAFRSKTHKGEGYNEMRFEDAKGGEGL 

FMHAQKDMTTMVLNDRKTDVTQDH 

SEHIGQDQSVTWRNQSNTIQNDRRVEVTRDQQT 

EVGNDYQLWKGEKKEFVTKIRYT 

EVHEDETLTVTKSIKIHAKQGDISISTPNAGITI 

THDGAIVLQGKYIRLAADMIDLNP EE" 

complement (285945. .2872 /locus-tag="y0269 " 

57) 

/note="disrupted by frameshift" 
/pseudo 

287229. .287591 /locus-tag="y0270" 
287229. .287591 /locus-tag="y0270" 

/note="residues 19 to 79 of 120 
are 34.84 pet identical to 
residues 53 to 114 of 311 from 
GenPept : >gb | AAC17095 . 1 | 
(AC004482) hypothetical protein 
[Arabidopsis thaliana] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83863 .1" 
/db-xref="GI: 21956948" 
/translation="MMICCGVSLMQTHPLIVFLP 
PKQQEDVMTTINTICLNASVSMRS 
VSIQSCVSIQSVWQTEFTEQTAREWWGFINKDA 
VRHLAAINLEADIEGVGAHIGQFT 
GVDQPQLRPRTAEAEGAR" 

complement (287382 . .2908 /locus-tag="y0271" 

42) 

/note="disrupted by frameshift" 
/pseudo 

complement (290946. .2923 /locus-tag="y0272" 
52) 

complement (290946. .2923 /locus-tag="y0272" 
52) 

/note="residues 213 to 462 of 468 
are 53.33 pet identical to 
residues 8 to 259 of 264 from 
GenPept : 

>gblAAG5 452 0 . 1|AE005198-1 

(AE005198) Z0251 gene product 

[Escherichia coli 0157:H7 EDL933]" 

/ codon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM83864.1" 

/db-xref="GI: 21956950" 

/translation="MS L VRHMD ITS QHP WHVL LQ 

APLSPEQTAQALADDDPQWEYIDG 

QMVKLGSLAHATLNIDDIQQQAMALLSQKSKDFR 

LWHLLRTLQHGGQPDELMLAMSL 

LTEYVQLFWTTAWPQNPLHKRRFAQQILKRFDSA 

SSSFSQRADEAQRENVQGLLAHLA 

QVWHSREPGLAKEVDALRSRYARPPERVIEAVAS 

DEPLSSNTLAAAMAATPVSPSLAI 

DNTSDRAWRQTLLKMADLLSEQQPDAAIGFRLRR 

HAVWGALTAPPMAQSDGRTPLAAV 

SADRTADYLARLANADLPLWHQVEQSLTLAPYWL 

DGHVLSAQIALQLGYDAVAQAIRD 



gene complement ( 292340 . . 

35) 

CDS complement (292340 . . 

35) 



gene complement ( 293023 . 

20) 

CDS complement (293023 . 

20) 



gene complement ( 293817 . 

20) 

CDS complement (293817. 

20) 



ELSVFLARIPALKTLFFTDMTPFLSSESAAWLQQ 
DANHQGRSRT I EQDE I WQCYQQQG 
LEAALQMINRQPQQSEPRDRFYHQLLSAQLFEKA 
GLTALAQQHYHSLLLVGQQLQLSE 
WEPALIALLTEKQRQLKP" 
2930 /locus-tag="y0273" 

2930 /locus-tag="y0273" 

/note="residues 36 to 231 of 231 
are 50.00 pet identical to 
residues 47 to 244 of 247 from 
GenPept : 

>gb|AAG54522.1 IAE005198-3 
(AE005198) Z0253 gene product 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83865.1" 
/db-xref="GI: 21956951" 
/translation="MPAMNTWLLISSLLFSGGHT 
DAFWTMGLPPPVAEKEEAGTLALV 
MRCRSENSALVRLDCYDKALSPVNAVDEKRVNAG 
PAWQRAMNQEKGRTDHSTAFLVTE 
GEGSNPMVLITTPAIGMPPPRPVLMLSCIDNITR 
LQ I ALVGPQKE S S VT L II DKAG 1 1 
DKTRLDAQWFLRENGYLLESSRGLAGIDEIKRLM 
SAETLTIEGANGAFPRLTFTLSQL 
TPALKPLRNACHW" 
2938 /locus-tag="y0274" 

2938 /locus-tag="y0274" 

/note="residues 194 to 260 of 265 
are 29.57 pet identical to 
residues 454 to 524 of 530 from 
GenPept : >gb | AAF96031 . 1 | 
(AE004353) sigma-54 dependent 
transcriptional regulator [Vibrio 
cholerae] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83866 .1" 
/db-xref="GI : 2 1956952" 
/translation="MRQRLKSVLALLDNDSTEQL 
IHRFLTINHHRQRFSALMVSMFNA 
SEGRLDCYHQPDGGMNVALKLDANIEDVNHPLVR 
VLRNGFPEVWGSLYQGVRIEDDDF 
RSFIQALPTRCGLYALPLFDVHGHACGVIAVFSE 
NIERFADTRGIFSIYCHIFQHRLN 
KLQEMDQLRSQFNQIRTVFKEQRQREKQLDELLV 
SLSTSDTHALPGISQDYSKIDSLT 
TAVETFECAVLTQRQRLYGNDKSRIAASLGLSLR 
ALTYKLAKYRCQL" 
2964 /gene="clpB" 

/locus-tag="y0275" 
2964 /gene="clpB" 

/locus-tag="y0275" 



/f unction="putative enzyme; 
degradation of proteins, peptides, 
glyco" 

/note="residues 153 to 857 of 867 
are 40.22 pet identical to 
residues 133 to 849 of 857 from E. 
coli K12 : B2592; residues 1 to 
866 of 867 are 67.25 pet identical 
to residues 1 to 910 of 923 from 
GenPept : 

>gb|AAG54523.1 IAE005198-4 

(AE005198) putative protease 

[Escherichia coli 0157:H7 EDL933]" 

/codon-start=l 

/transl-table=ll 

/product="heat shock protein" 

/protein-id="AAM83867. 1" 

/db-xref="GI: 21956953" 

/translation="MIQIDLPTLVNRLNPIARHS 

LEAAAAHCVSQQEAEITVSQVLLQ 

MISTPLCDVRLILSHAGVEEDELRESLDQRVSGY 

QAITQAYPSFSPLLVEWLQDSWLL 

ASTEMEHSQLRSGVMLLTLLLSPSRYLVPTANRL 

L S P I NRE L LRQNF ANWT AD S AE TP 

RAEKGAEAGNGAEINGDSLLARYASNMTEQARNG 

ELDPVLCRDTE I DLMI DI LCRRRK 

NNP I WGEAGVGKS AL I EGLALRI VDNQVPEKLR 

NSELMTLDLGALQAGAAVKGEFEK 

RFKGIMAEIAQSTTPIILFIDEAHTLIGAGNQQG 

GLDISNLLKPALARGELKTIAATT 

WSEYKKYFEKDAALSRRFQLVKVSEPSAQEATII 

MRGLRTVYEQAHGVL I DDEALQAA 

AVLSDRYISGRQLPDKAIDVLDTAAARVAINLTS 

APRQVSALKNELYHQGMEIEMLER 

EQRLSLSRPDERLSVLQQQRIEIEQQLIALNTGW 

EKQQHLVQQI I ALRAVLLAQEESA 

TDEQWNLTALSDELERLQQHQTLVSPHVDKSQI 

AAVIAEWTGVPLNRLSQSELAWT 

ELPSYLGQQIKGQETAIHCLHQHLLTARADLRRP 

GRPMGAFLLVGPSGVGKTETVLQI 

ADLLYGGRQYLTTINMSEFQEKHTVSRLIGSPPG 

YVGYGEGGVLTEAIRQKPYSWLL 

DEVEKAHPDVLNLFYQAFDKGELADGEGRIIDCK 

NIVFFLTSNLGYQTIVDHADEPAL 

LNERLYPELSAFFKPALLARMEWPYLPLGMETL 

QIIIHGKLNRLDTLLRQRFSADW 

lEPEVIDEILLRATRAENGARMLESIIDGALLPP 

VSLLLLQKVAAGTAISHIRIAVEG 

NVFTAQVEGAI " 

gene complement ( 296431 .. 2971 /locus-tag="y0276" 

98) 

CDS complement(296431. .2971 /locus-tag="y0276" 

98) 

/f unction="putative membrane" 
/note="residues 20 to 254 of 255 
are 62.55 pet identical to 
residues 18 to 252 of 253 from 
GenPept : 

>gb|AAG54524.1 IAE005198-5 
(AE005198) Z0255 gene product 
[Escherichia coli 0157:H7 EDL933]" 
/ codon-start=l 



/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="AAM83868 . 1" 

/db-xref="GI: 21956954" 

/translation="MKTDAVTDNTPFPAAEAVTS 

HRQYQLPLRGESLNAMIDTATPLL 

GMVLRLKDMENQALPDQLYQQWTDIRAIEQYLQ 

TKGYEPGAIISFRYVLCTFIDETA 

LGHGWNTQNGWLQQSLLVHFHNETWGGEKVYVLL 

ERLMGEPKRYQDLLEFIYLCFCLG 

YRGRYKVTSQNGDDFERLFRRLHHQLQQLRGDAP 

PTVLYQGGGRLNSRYHLSKRLTIK 

HLLWGGVSLLWIYLFYAIHLHTQSQDILQQLNN 

LLS" 

gene complement ( 297198 .. 2985 /locus-tag="y0277" 

44) 

CDS complement(297198. .2985 /locus-tag="y0277" 

44) 

/note="residues 3 to 446 of 448 
are 53.60 pet identical to 
residues 4 to 442 of 443 from 
GenPept : 

>gb|AAG54525.1 IAE005198-6 
(AE005198) Z0256 gene product 
[Escherichia coli 0157:H7 EDL933]" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83869 .1" 
/db-xref="GI: 21956955" 
/translation="MPTKNRVIWREGLFIKPQHF 
QQQQRHNDYQLQRRI lALQGYRYG 
FSSLILNQELLKLGRIGLTVASGNMADGTVFDIP 
YQDYSPKPLDVLNCNDAASRDIYL 
ALPMLNDAINEVAGQQGQAPGTLRYREHSDDVRD 
LHTEGGDVSQLVLAQLAPRLMQGS 
EDLSAYSVLPLCRVKEKRPDGSLILDEEFIPTCT 
TLSVSTQLKGFMDEVEGTLVERAQ 
LLAKRIGSPGQQGIADVAEFMMLQVFNRTQPLFT 
HLAHQAILHPEAFYHQLVQTCGEL 
RTFTDESRLAGTFPVYNHDNLTDSFQPLFLAMRQ 
ALSTVLTPRAISIQLHMQAHGIRV 
ATINDSDLLRSADFVLAVRAQIPQEQLRRQFVQQ 
TKITSLEKIRDLVSVQLPGVPLVA 
LSAAPRQLPYHSGYTYFMLDLQSPVWKEIQQSNA 
lAFHVSGDFPDLDMQFWAIRSS" 
gene complement ( 298547 .. 2990 /locus-tag="y0278" 

92) 

CDS complement (298547. .2990 /locus-tag="y0278" 

92) 

/note="residues 3 to 181 of 181 
are 46.92 pet identical to 
residues 2 to 174 of 174 from 
GenPept : 

>gb|AAG5452 6 . l|AE005198-7 

(AE005198) Z0257 gene product 

[Escherichia coli 0157:H7 EDL933]" 

/codon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM83870 .1" 



/db-xref="GI: 21956956" 
/translation="MNNARGYLLTWALCWFLLS 
GC S GAWE ATKKVGKWMDP D I P VG 
QATDQPSTVRLTLLSDPDTNPNEKGEAVPTEIW 
VYLSENSKLLAADYDQLSSDALEK 
TLGKNYIDHQEYTLLPDQFKALDPIKLEEKNSYL 
GVIAHYADANRSEWKKIIKIKGIG 
HNYQVLVHVRSNDVDLRKEEE" 
gene complement ( 299092 .. 3004 /locus-tag="y0279" 

08) 

CDS complement (299092 . .3004 /locus-tag="y0279" 

08) 

/note="residues 2 to 438 of 438 
are 45.47 pot identical to 
residues 10 to 432 of 433 from 
GenPept : 

>gb|AAG5452 7.1 IAE005198-8 

(AE005198) Z0258 gene product 

[Escherichia coli 0157:H7 EDL933]" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83871 .1" 

/db-xref="GI: 21956957" 

/translation="MDKKQPTLSLRVVNSDKLES 

GKQASSLFHTQGGSVGSDGSHHWS 

IQDQGGNISPSQFAIEWRDGSFCLRMLNGSLNIN 

HSMLTPNSGFVRLQQGDEMTLGNL 

VIKSHISRSAADMIDPLMVSPESLVSSYSNPMDA 

MMEGEPLASPHHQQDSRLAATVSH 

NFSHDPLRVLETESLTTQGHDAVISDADHSLQQD 

RYRNPLFSSPLSDTPKDSAMDQAF 

IDLPQISTFLNGKQAGGKPEGLNNQMEQHHVAIT 

PLMRGFDAQLPIRNSQEAHDFLEE 

AGKTLKATIEGLLALQRSQHGLRDKHLRPIEDNP 

LRLNMDYDTTLNLMFADQKSPVHL 

SAPAAVAESLDNLRLHHQANQQAITQALNTMLEA 

FSPERLLTRFTHYLRSNERQEQDS 

AWAWDMYKNYYNELASSRQQGFEKLFGEVYEQAY 

DRALRQGMKDSE" 

gene complement (300534. .3016 /locus-tag="y0280" 

31) 

CDS complement (300534. .3016 /locus-tag="y0280" 

31) 

/note="residues 44 to 363 of 365 
are 57.89 pet identical to 
residues 37 to 358 of 360 from 
GenPept : 

>gb|AAG54528.1 IAE005198-9 
(AE005198) Z0259 gene product 
[Escherichia coli 0157:H7 EDL933]" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83872 .1" 

/db-xref="GI: 2 1956958" 

/translation="MLRMAGTDRSTCTDVSWED 

VS GVENVNGVE ARPEGQAL D VS RY 

NFFQLVELLNQLAVAWQGAAPVATPANEAIRFKS 

TASLAFPTRDVIALDTSARGQFEL 

EVSFLGLHGSQSPLPGYYLDSLAWEDAQNENRLT 

DFMNVFNHRLLTLLHQIWRKYRYY 



ICFDNGGDDAFSQRMFSLVGLGSEWRNKLQINH 
SKMLAYAGLLASPGRAPEVICSLV 
SHCFNLPDITLHSWQLRKVDIAPSQQNRLGTRVK 
VRGKKYDEKSVLGVNFSIGSRVAD 
RSGKFLLCINKLTREQFLSFLPNGANYASLVMFV 
AFIMRDQFAWDLRLGLAEQQVGGM 
VLGTEQNSLLGWTSILGDPEQKPSVTIGVME" 
3024 /locus-tag="y0281" 



complement (301586 
58) 

complement (301586. .3024 /locus-tag="y0281 
58) 



302218. 
302218. 



302895 
302895 



repeat-region 



302324. .303509 



302949. 
302949. 



303569 
303569 



/note="residues 46 to 290 of 290 
are 55.51 pet identical to 
residues 345 to 589 of 589 from 
GenPept : >gb | AAF9602 4 . 1 | 

(AE004353) hypothetical protein 

[Vibrio cholerae] " 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83873 .1" 

/db-xref="GI: 21956959" 

/translation="MRFPAEWPFLKGNVEPPLGG 

LKKGVSLNRTSRSWIKRSKIWGSV 

HRGHGREYTSFESFHHQIEHSQEKTALYYRLRVK 

NSLFRKGFEHYISFVRSDESKLVL 

AEENVSVSLTCTNRELPLSLRVGDINQLSTDSPS 

FATFRNITRPSVPLYPVLDGGLHW 

SLLSNMSLNYMSLLDKDALKQILHTYDFPSLHNR 

QSARASQKKLDAIQRIETQPIDRL 

FRGLPVRGLQTTLWLEQGAFSSEGELYLFSTVLA 

RFFSLYASVNAFHLLKVINLDNQE 

CYEVVPVQTGQHALM" 

/locus-tag="y0282" 

/locus-tag="y0282" 

/f unction=" IS and transposon 

related functions" 

/note="IS1661 transposase ; 

residues 56 to 224 of 226 are 

39.64 pet identical to residues 1 

to 167 of 173 from GenPept : 

>emb|CAA63546.1 I (X92970) orfA 

[Escherichia coli]" 

/ codon-start=l 

/transl-table=ll 

/product=" putative transposase" 

/protein-id="AAM83874. 1" 

/db-xref="GI: 21956960" 

/translation="MNFSHVGGNKVRSFLASVRS 

DGGSSQTRCTPGHDPGALNPRSWI 

FLSMIWRFGSMKHPFSTRLAAVQHYLSGKATLRE 

TARQFSVGKSPLTRWIRAFRRQGE 

AGLEHHLSRTYTPEFRLCWRYMMANRCSAADAS 

AHFNIPNETIIQNWMKRYREGGKE 

ALNPSKTGPTMPKDKYEHDSKPFSEMTHAELEKE 

LEYLRAENAYLKKRKALREEKALR EQQKKPE " 

/note="insertion element; partial" 

/insertion-seq="IS1661" 

/locus-tag="y0283" 

/locus-tag="y0283" 

/function="IS and transposon 

related functions" 



repeat-region 303510 .. 305463 



303596. .304618 
303596. .304618 



304615. .305397 
304615. .305397 



/note="IS1661 transposase ; 

residues 3 to 187 of 206 are 45.74 

pet identical to residues 24 to 

207 of 2 83 from GenPept : 

>gb|AAB18535.2 I (U00039) orfB in 

IS150 [Escherichia coli] " 

/codon-start=l 

/transl-table=ll 

/product=" putative transposase" 

/protein-id="AAM83875. 1" 

/db-xref="GI: 21956961" 

/translation="MARSTYYYHASKPDGVIDDY 

ADAVKAI GAL S RRHAQRYGYRRMT 

VALRKEGFTLNHKTVRKLMNQHGLLSLIRRKKYR 

SYRADGGRASDNLLARNFTSEISG 

LKWCTDVTEFRVGAQKLYLSVIQDLFNNEIISWH 

MSERAALILTCKTLEKALKVKGRK 

EGLMLHSDQGWHYRTPMWRSMLVEAGICNERCNS 

DPHPTPEIRSRG" 

/note="insertion element" 

/insertion-seq="IS100" 

/locus-tag="y0284" 

/locus-tag="y0284" 

/f unction=" IS and transposon 

related functions" 

/note="IS100; orfA; residues 1 to 

340 of 340 are 100.00 pet 

identical to residues 1 to 340 of 

340 from GenPept : >gb | AAC13168 . 1 | 

(AF053947) putative transposase 

[Yersinia pestis]" 

/codon-start=l 

/transl-table=ll 

/product= "putative transposase" 

/protein-id="AAM83876 .1" 

/db-xref="GI: 2 1956962" 

/translation="MVTFETVMEIKILHKQGMSS 

RAIARELGISRNTVKRYLQAKSEP 

PKYTPRPAVASLLDEYRDYIRQRIADAHPYKIPA 

TVI ARE I RDQG YRGGMT I LRAF IR 

SLSVPQEQEPAVRFETEPGRQMQVDWGTMRNGRS 

PLHVFVAVLGYSRMLYIEFTDNMR 

YDTLETCHRNAFRFFGGVPREVLYDNMKTWLQR 

DAYQTGQHRFHPSLWQFGKEMGFS 

PRLCRPFRAQTKGKVERMVQYTRNSFYIPLMTRL 

RPMGITVDVETANRHGLRWLHDVA 

NQRKHETIQARPCDRWLEEQQSMLALPPEKKEYD 

VHLDENLVNFDKHPLHHPLSIYDS FCRGVA" 

/locus-tag="y0285" 

/locus-tag="y0285" 

/f unction=" IS and transposon 

related functions" 

/note="IS100; orfB; residues 1 to 
260 of 260 are 100.00 pet 
identical to residues 1 to 260 of 
260 from GenPept : >gb | AAC69770 . 1 | 

(AF074612) putative transposase 

[Yersinia pestis]" 
/codon-start=l 
/transl-table=ll 
/product="putative transposase" 
/protein-id="AAM83877.1" 



/db-xref="GI: 21956963" 

/translation="MMMELQHQRLMALAGQLQLE 

SLISAAPALSQQAVDQEWSYMDFL 

EHLLHEEKLARHQRKQAMYTRMAAFPAVKTFEEY 

DFTFATGAPQKQLQSLRSLSFIER 

NENIVLLGPSGVGKTHLAIAMGYEAVRAGIKVRF 

TTAADLLLQLSTAQRQGRYKTTLQ 

RGVMAPRLLIIDEIGYLPFSQEEAKLFFQVIAKR 

YEKSAMILTSNLPFGQWDQTFAGD 

AAL T S AML DR I LHH S HWQ I KGE S YRLRQKRKAG 

VIAEANPE" 

repeat-region complement (305463 . .3056 /note="insertion element; partial" 
63) 

/ insertion-seq= "IS1541a" 
gene complement (305910 . .3080 /locus-tag="y0286" 

24) 

CDS complement (305910 . .3080 /locus-tag="y0286" 

24) 

/f unction="putative membrane; 
transport of small molecules; 
cations" 

/note="similar to colicin V 
secretion ATP-binding protein 
CvaB; residues 1 to 698 of 704 are 
57.16 pot identical to residues 1 

to 698 of 698 from GenPept : 
>gb|AAL08400 . 11 (AF063590) MceG 
[Klebsiella pneumoniae] " 
/ codon-start=l 
/transl-table=ll 
/product="putative secretion 
ATPase" 

/protein-id="AAM83878 .1" 
/db-xref="GI: 21956965" 
/translation="MNDTHFNEIKNRLNFSFRRK 
VPQVLQTEAAECGLACLVMTCRYH 
GMDIDLFNLRQRFGISSHGATLALLINISAQLKF 
KTRALSLDLDELRQLKTPCILHWD 
MSHFWLVAVKGTRFIIHDPAFGRRTVSLSEMSQ 
HFTGVALELWPNSEFTRQKSRTRL 
SLLSLMRNISGLPGFLTKIFCLSLMVEAINLLLP 
VGTQLVMDHVI lAEDYDLLALICI 
GLLFFILFRTFLSMLRSWTS L VMG S L VDVQWKAG 
LFDHLLKLPLAYFEKRKLGDIQSR 
FGSLDIIRSTLTNNWNGIIDGLMSIGVFIMMFL 
YGGWL VWWL G F T AMYM I L RL AT Y 
NQYRQASEEQIVKNAKASSHFMETLYGISTLKAL 
GLAATRSQFWLNLNIDTTNANIRL 
TKLDMFFGGVNTL I GT I DQWI LWLGASMVI DGQ 
MTLGMFVAFNAYRGQF S DRATNL I 
NMVLQLRMLALHSERIADIVFTETEKEQTPRQLL 
SPNQPAVFEARNIAFQYDNLSKPI 
FSDLNIHVEAGESVAITGPSGIGKTTLMKVIAGL 
LTPSQGHILIDGLDITTVGLNNYR 
DCIACVLQDDKLFAGSIADNIASFDVNKDEQRIL 
SCANHCNIHKEIMHMPMGYETLIS 
ELGGSLSGGQKQRLLIARALYRQPSLLFLDEATS 
HLDLANEAHINNAIASLKITRIFI 
AHRPSTIASAQRI INLEKQNVS " 
gene complement (308017. .3093 /locus-tag="y0287" 

33) 

CDS complement (308017. .3093 /locus-tag="y0287" 



/f unction="putative membrane; 
transport of small molecules; 
cations" 

/note="similar to colicin V 

secretion protein CvaA; residues 

14 to 438 of 438 are 47.05 pet 

identical to residues 1 to 424 of 

424 from GenPept : 

>emb|CAC21493 . 11 (AJ278866) MchE 

protein [Escherichia coli] " 

/codon-start=l 

/transl-table=ll 

/product="putative secretion 

permease" 

/protein-id="AAM83879 .1" 

/db-xref="GI: 2 1956966" 

/translation="MMGITERGMSSNQIFRRDAV 

EYIRTKWLGKALLTSGYSTTFIAA 

LCAIFLVLLITLIIYGTYTRRINVNGEVISQPHP 

INIFSPQQGFITKKWVEVGDIVRK 

GQHLYQIDVSRTTFSGNVSLNSLEAINNQLSQID 

SIINNTQKNKELTLLNLRQQLAQY 

QKAHKKSQELVDNAGKGMDDMRRTMASYGTYQRQ 

GLITKDQLTNQRSLFYQQQNAFQS 

LNTQLIQESLQIAKLESEISTRASDFDNDISQYL 

FQKGDLKRQLAEVDASGML L I N S P 

SDGKIENMSVTQGQMVNVNDSLVQLTPSDNPYYC 

LVLWVPNNSVPYINTGDKVNIRYD 

AFPFEKFGQFPGRI I S I SNVPVSQQE I AS YNI AP 

RLPNGGLIEPYYKVIVALDDIHFR 

YQSKPLMLSNGLKANVTLFLEKRPLYQWMLSPFY 

DIKKSVTGPVNE" 

gene 309522 . .309761 /locus-tag="Y0288" 

CDS 309522. .309761 /locus-tag="y0288" 

/note="residues 12 to 72 of 79 are 
31.14 pet identical to residues 
383 to 440 of 657 from GenPept : 
>gb|AAB18717.1 I (U38906) ORF42 
[Bacteriophage rlt] " 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83880 . 1" 
/db-xref="GI:2195696 7" 
/translation="MKELTQTEVMEVSGAGIVSD 
AGKVLGSGFGALIDAGASIFGIKP 
NASATIGKIGESIGSAF DAG I S G VKQFF G L S AP Q 
Q" 

gene 309936 . .310085 /locus-tag="y0289" 

CDS 309936. .310085 /locus-tag="y0289" 

/note="residues 7 to 48 of 49 are 
26.19 pet identical to residues 
262 to 303 of 355 from GenPept : 
>gb|AAF98228 . 1 I (U64843) 
hypothetical protein K06C4.8 
[Caenorhabditis elegans] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83881 . 1" 
/db-xref="GI: 21956968" 



/translation="MKIAYRTIRFINLWIYAVFY 
SEFFGFELSHYLSTADMIFFGDYE FILYH" 

complement (310351. .3105 /locus-tag="y0290" 

12) 

complement (310351 . .3105 /locus-tag="y0290" 
12) 

/note="residues 4 to 40 of 53 are 
37.83 pet identical to residues 
159 to 195 of 195 from GenPept : 
>emb|CAC09571.1 I (AJ298983) 
S-receptor kinase (SRK) [Fagus 
sylvatica] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83882 .1" 
/db-xref="GI: 2 1956969" 
/translation="MACSDFACSEIAHADTDSVM 
AT I KATPAVWLRRKQQPLC I KKP 
HQDVNELSQ" 

310544. .310975 /locus-tag="y0291" 

310544. .310975 /locus-tag="y0291" 

/note="residues 10 to 30 of 143 
are 66.66 pet identical to 
residues 1017 to 1037 of 1263 from 
GenPept : >gb | AAG31016 . 1 | 
(AY007367) tospovirus resistance 
protein D [Lycopersicon 
esculentum] " 
/ codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83883 .1" 
/db-xref="GI: 2 1955970" 
/trans lation="MAHLNARFDDKEGLFEGASQ 
SGTLLILRNISARAC Q VN AMP V I S 
F E G AVG Q Q L AVF RKVP RGMRQE P VL S P VT VAAGA 
EVAVQLRWVAS DAFDGNNCVTPEK 
WVTLLGGTLRLPFGRQMCAASGDTEFFSQAPVG 
PATNEVQ" 

complement (311092 . .3115 /gene="menG" 
77) 

/locus-tag="y0292" 
complement (311092 . .3115 /gene="menG" 
77) 

/locus-tag="y0292" 
/f unction="putative enzyme; 
biosynthesis of cofactors, 
carriers: Menaquinone, ubiquinone" 
/note="menaquinone biosynthesis ; 
residues 1 to 161 of 161 are 87.57 
pet identical to residues 1 to 161 
of 161 from E. coli K12 : B3929" 
/ codon-start=l 
/transl-table=ll 

/product="2-heptaprenyl-l, 4-naphth 
oquinone methyltransf erase" 
/protein-id="AAM83884. 1" 
/db-xref="GI: 21956971" 
/translation="MKYDTSDLCDIYHEEVNWE 
PLFSNFGGRTSFGGKITTVKCFED 
NGLLFDLLEENGLGRVLWDGGGSVRRALINAEL 



AELALKNEWEG I WYGAVRQVDDL 
AELD I G I QAMAAI PVGAADEGVGE S D I RVNFGGV 
TFFSGDHLYADNTGIILSEDPLDI E" 
gene complement (311719 . .3126 /gene="menA" 

48) 

/locus-tag="y0293" 
CDS complement (311719 . .3126 /gene="menA" 

48) 

/locus-tag="y02 93" 

/function="enzyme; biosynthesis of 
cof actors, carriers: Menaquinone, 
ubiquinone" 

/note=" 1 , 4-dihydroxy-2-naphthoate 
— > dimethylmenaquinone; residues 
12 to 309 of 309 are 68.12 pet 
identical to residues 7 to 304 of 
308 from E. coli K12 : B3930; 
residues 12 to 309 of 309 are 
69.12 pet identical to residues 8 
to 305 of 309 from GenPept : 
>gb|AAL2293 0.1 I (AE008891) 
1, 4-dihydroxy-2-naphthoate 
oct apreny It ransf erase [Salmonella 
typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 

/product="l , 4-dihydroxy-2-naphthoa 
te octaprenyltransf erase" 
/protein-id="AAM83885. 1" 
/db-xref="GI: 21956972" 
/translation="MKRKMSLSINTSQTQAWLES 
LRPRTLPLAFAS I VTGSALAVWLD 
SFKPAVALLALLTAGLLQILSNLANDYGDAVKGS 
DTEERIGPLRGMQKGIISHQQMKV 
ALIITVILTIISGIALIAVACEKPSDILGFLLLG 
LMAIVAAITYTVGRKPYGYMGLGD 
ISVLVFFGWLSVAGTYYLQAGHFDSIVMLPATAC 
GLLATAVLN INNLRD I ENDKANGK 
NTLAVRLGPWARYYHALLIGAAIFCLALFSILH 
LHSWHGWIFLLAIPLLGKHALFVL 
RDPTAAGMRPMLEQMVKAALLTNI LFAVGLVF S " 
gene complement (312872 .. 3142 /gene="hslU" 

03) 

/locus-tag="y0294" 
CDS complement (312872 . .3142 /gene="hslU" 

03) 

/locus-tag="y029 4" 
/function="f actor; adaptations, 
atypical conditions" 
/note="homologous to chaperones; 
residues 1 to 443 of 443 are 90.29 
pet identical to residues 1 to 443 
of 443 from E. coli K12 : B3931" 
/ codon-start=l 
/transl-table=ll 
/product="heat shock protein, 
ATPase subunit" 
/protein-id="AAM83886 .1" 
/db-xref="GI: 21956973" 
/translation="MSEMTPREIVSELDSHIIGQ 
DKAKRAVAIALRNRWRRMQLNEEL 
RHEVTPKNILMIGPTGVGKTEIARRLAKLANAPF 



IKVEATKFTEVGYVGKEVDSIIRD 
LTDAAVKMVRHQSIEKMRYRAEELAEERILDVLI 
PPAKNNWGVPDESQEPSATRQTFR 
KKLREGQLDDKE I E I DLAAAPMGVE IMAPPGMEE 
MTNQLQSMFQNIAGQKQKPRKIKI 
KEALKLLIEEEAAKLVNPEELKQQAIDAVEQHGI 
VFIDEIDKICKRGQTSGPDVSREG 
VQRDLLPLVEGCTVSTKHGMVKTDHILFIASGAF 
QVSSPSDLIPELQGRLPIRVELQA 
LTTDDFERILTEPSASLTEQYKALMATEGVTIEF 
TREGIRKIAEAAWQVNERTENIGA 
RRLHTVLERLMEDISYDASESSGQSITIDAEYVG 
KHL DE L VADE D L S RF I L " 
gene complement (314274. .3147 /gene="hslV" 

98) 

/locus-tag="y0295" 
CDS complement (314274. .3147 /gene="hslV" 

98) 

/locus-tag="y0295" 
/function=" enzyme; degradation of 
proteins, peptides, glyco" 
/note="residues 1 to 174 of 174 
are 90.80 pet identical to 
residues 1 to 174 of 176 from E. 
coli K12 : B3932; residues 1 to 
174 of 174 are 100.00 pet 
identical to residues 1 to 174 of 
174 from GenPept : 
>emb|CAC88971.1 I (AJ414141) heat 
shock protein [Yersinia pestis] " 
/ codon-start=l 
/transl-table=ll 
/product="heat shock protein, 
proteasome-related peptidase 
subunit" 

/protein-id="AAM83887. 1" 
/db-xref="GI:219569 74" 
/translation="MTTIVSVRRDGHWIGGDGQ 
VTLGNTVMKGNAKKVRRLYNNKVI 
AGFAGGTADAFTLFELFERKLEMHQGHLTKAAVE 
L AKDWRT DRML RKLE AL L AVADE T 
ASLIITGNGDWQPEDDLIAIGSGGPYAQSAARA 
LLENTELGARDIVEKSLSIAGDIC 
lYTNRFQTIEELTY" 
gene complement (314898 .. 3157 /gene="ftsN" 

43) 

/locus-tag="y0296" 
CDS complement (314898. .3157 /gene="ftsN" 

43) 

/locus-tag="y0296" 
/function="phenotype; cell 
division" 

/note="residues 1 to 281 of 281 
are 49.68 pet identical to 
residues 1 to 319 of 319 from E. 
coli K12 : B3933; residues 1 to 
281 of 281 are 51.38 pet identical 
to residues 1 to 324 of 324 from 
GenPept : >gb | AAL22933 . 1 | 
(AE008891) essential cell division 
protein [Salmonella typhimurium 
LT2] " 



/codon-start=l 
/transl-table=ll 

/product="essential cell division 
protein" 

/protein-id="AAM83888 .1" 
/db-xref="GI:219569 75" 
/translation="MAQRDYVSRGRSGARRKSTS 
RKKRSAPIVSKTVMALAVALLWF 
VGGLYFITHNKPGELPLLPNHDPRTGNGLPPKPE 
ERWRYIKELENRQIGVPMPTEPSA 
GGEVNAKTELTNEQRQLLEQMQADMRQQPTQLSE 
VP YNQGMQQVPRS AVT I KPPAT S V 
QPQPVTPPRQTTIPVQPQAPAPVRTPPAAPVTQA 
VTPPKVEKEKEKTQRWMVQCGSFK 
AVDQAE S I RAQ L AF AG I E S R I T S GGGWNRWL GP 
YNSKAAADKALQRLQGAGQSGCIP LSVGG" 
gene complement (315809 . .3168 /gene="cytR" 

37) 

/locus-tag="y0297" 
CDS complement (315809 . .3168 /gene="cytR" 

37) 

/locus-tag="y0297" 
/f unction="regulator ; global 
regulatory functions" 
/note="residues 1 to 339 of 342 
are 71.38 pet identical to 
residues 1 to 339 of 341 from E. 
coli K12 : B3934" 
/codon-start=l 
/transl-table=ll 
/product="regulator for deo 
operon, udp, odd, tsx, nupC, and 
nupG" 

/protein-id="AAM83889 .1" 
/db-xref="GI:219b69/6" 
/translation="MENKKEFTMTTMKDVAEMAG 
VSTATVSRALMNPEKVSTVTRQKV 
EQAVL AVG Y S P HAL S RN I KRNE SRTILVIVPDIS 
DPFFADVI QG I EHAAAQQGYL I L I 
GDCAQQTQQERTFVNLIITKQIDGMLLLGSNLPF 
DASKEEQRNLPPMVMANEFAPELE 
LPTVHIDNLTAAYEAVNYLHELGHKRIACIAGPE 
SLPLSHYRLQGYIQALRRNGITVD 
NDYIIRGDFSYEAGAQSFAALMELPHPPTAIFSH 
NDVMAVGAIWQAKQLGLRIPQDVS 
LVGFDDLKLSQFCDPPLTTVAQPRYQIGQQAMLL 
LLEQLQGHSVQSGSRLLDTELIIR ESTAAPKH" 
gene complement (317190 . .3193 /gene="priA" 

88) 

/locus-tag="y0298" 
CDS complement (317190. .3193 /gene="priA" 

88) 

/locus-tag="y0298" 
/function=" factor; DNA - 
replication, repair, 
restrict ion /modification" 
/note="f actor Y; putative 
helicase; residues 1 to 731 of 732 
are 73.08 pet identical to 
residues 1 to 731 of 732 from E. 
coli K12 : B3935; residues 1 to 
731 of 732 are 72.67 pet identical 



to residues 1 to 731 of 732 from 
GenPept : >gb | AAL22935 . 1 | 
(AE008891) primosomal protein N' 
(= factor Y) directs replication 
fork assembly at D-loops 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 

/product="primosomal protein N'" 

/protein-id="AAM83890 . 1" 

/db-xref="GI: 219569 78" 

/translation="MSWQVALPVPLARTFDYRL 

DSAMACPWGARVSVPFGKRKAI G 

IWGLSDTSTFPLEQLKTIDAILDNHSLFPPSLW 

RI LCWATE YYH YP I GEVLFHALP I 

LLRQGRPAQSAPLWQWFVTEQGRATPPESLKRAP 

KQQQALAALLQKPVYRHQVNEMAL 

TESALQALRSKGLIDLRAQEATTTDWRHSFSVLG 

ERLRLNTEQATAVGAIRSEDNQFA 

AWLLAGVTGSGKTEVYLSVLENILAQGRQALILV 

PEIGLTPQT I ARFRERFNAPVEVL 

HSGLNDSERLSVWLRARSGEAAIVIGTRSALFTP 

FSRLGVIIIDEEHDSSYKQQEGWR 

YHARDLAVFRAREEGIPIVMGTATPALETLHNVQ 

MGKYRQLTLTKRAGSAKPAAQHLL 

DLKGLPLKVGLSQPLLKQMKTHLQAGNQVILFLN 

RRGYAPALLCHECGWIAECQRCDH 

YYTLHQNHRQLRCHHCDSQRPVPQQCPKCGSTHL 

VSVGVGTEQLENELAPLFPETPIT 

RIDRDTTSRKGSLEQYLADVHQGGARILIGTQML 

AKGHHFP DVT L VAL L DVDGALF S A 

DFRSAERFAQLYTQVSGRAGRAGKQGEVILQTHH 

PEHPLLQILLQQGYDAFAKQALEE 

RKSVFLPPYTSHIIVRSEDHDNQQSALFLQQLRN 

LLEASPLKDEALWIMGPVPALQAK 

RGGRFRWQLLLQHPSRQLLQRLIKTSQPLISTLP 

QARKVKWT I DVDP IDS" 

gene 319574. .319846 /gene="rpmE" 

/locus-tag="y0299" 

CDS 319574. .319846 /gene="rpmE" 

/locus-tag= "y0299 " 

/function=" structural component; 

ribosomal proteins - synthesis, 

modification" 

/note="residues 20 to 89 of 90 are 
81.42 pet identical to residues 1 
to 70 of 70 from E. coli K12 : 
B3936" 

/ codon-start=l 
/transl-table=ll 
/product="50S ribosomal subunit 
protein L31" 

/protein-id="AAM83891 . 1" 

/db-xref="GI :219569 79" 

/translation="MWCLAEQGWIATRPNIEVSM 

KQGIHPKYEQVTASCSCGNVIKIN 

STVGHDLNLDVCGECHPFYTGKQRDVASGGRVDR 

FNKRFSVPGAKK" 

gene complement (320371 . .3208 /locus-tag="y0300" 

38) 

CDS complement (320371. .3208 /locus-tag="y0300" 

38) 



/note="residues 13 to 140 of 155 
are 65.62 pet identical to 
residues 10 to 137 of 146 from E. 
coli K12 : B3562; residues 5 to 
150 of 155 are 57.53 pet identical 
to residues 1 to 146 of 166 from 
GenPept : >emb | CAD13669 . 1 | 
(AL646057) hypothetical 
transmembrane protein [Ralstonia 
solanacearum] " 
/codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="AAM83892 .1" 
/db-xref="GI: 21956980" 
/translation="MDLNMNPNYAKPSAAFTAAS 
WSALLGGFVIFLIGLWNADMQLNE 
RGYYFAVL I LGLF S AVS LQKTVRDKLEGL AI T S I 
YYGLCWVAFIVAVLLLCIGLWNAT 
LALSEKGFYGVTFFMTLFGAIAVQKNTRDSAMSS 
DTESASLFKKVRDQLKAED" 
gene complement (321175. .3214 /gene="metJ" 

92) 

/locus-tag="y0301" 
CDS complement (321175. .3214 /gene="metJ" 

92) 

/locus-tag="y0301" 
/f unction="regulator ; amino acid 
biosynthesis: Methionine" 
/note="residues 1 to 105 of 105 
are 89.52 pet identical to 
residues 1 to 105 of 105 from E. 
coli K12 : B3938; residues 1 to 
105 of 105 are 91.42 pet identical 
to residues 1 to 105 of 105 from 
GenPept : >gb | AAL22939 . 1 | 
(AE008891) transcriptional 
repressor of all met genes but 
metF (MetJ family) [Salmonella 
typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 
/product="repressor of all met 
genes but metF" 
/protein-id="AAM83893 .1" 
/db-xref="GI : 21956981" 
/translation="MAEWNGEYVSPYAEHGKKSK 
QVKKITVSIPLKVLKILTDERTRR 
QVNNLRHATNSELLCEAFLHAFTGQPLPNDEDLR 
KERSDEIPEAAKILMRELGVDPDT WEY" 
gene 321789 . .323029 /locus-tag="y0302" 

/note="metB; disrupted by 

f rameshif t" 

/pseudo 

gene 323032 .. 325467 /gene="metL" 

/locus-tag="y03 03" 

CDS 323032. .325467 /gene="metL" 

/locus-tag="y0303" 
/function="enzyme; amino acid 
biosynthesis: Methionine" 
/note="residues 8 to 811 of 811 
are 83.95 pet identical to 



gene 325700 .. 326584 

CDS 325700. .326584 



residues 7 to 810 of 810 from E. 
coli K12 : B3940; residues 8 to 
811 of 811 are 83.95 pet identical 
to residues 7 to 810 of 810 from 
GenPept : 

>gb|AAG59141.1 IAE005625-4 
(AE005625) aspartokinase II and 

homoserine dehydrogenase II 
[Escherichia coli 0157:H7 EDL933]" 

/ codon-start=l 

/transl-table=ll 

/product="aspartokinase II and 

homoserine dehydrogenase II" 

/protein-id="AAM83894.1" 

/db-xref="GI: 21956982" 

/translation="MNATAVAAAATGRQLHKFGG 

SSLADVKCYLRVANIMANYSHPGD 

LMWSAAGSTTNQLISWLKLSQNDRLSAHQVQQS 

LRRYQHDLINGLLPPEMAEPLISE 

FIHDLERLAGLLDNKIDDVIYAEWGHGEIWSAR 

LMSALLNKL DMDAVWL DARRF LRA 

ERAAQPQIDESRSYPLLQQLMAQHPHQRLWTGF 

I S RNE AGE T VL LGRNG S D Y S ATQV 

G AL AG AE RVT I W S D VAG VY S ADP RKVKD AC L L P L 

LRLDEASELARLAAPVLHTRTLQP 

VSGSDIDLQLRCSYQPEQGSTRIERVLASGLGAK 

IVTSHDDVCLIELQIASHHDFSLA 

QKEIDLLLKRAQIKPLATGIHPDRNLLQLCYTSE 

WNSALRVLEDAALPGKLSLREGL 

ALVALVGAGVSKNPLHSHRFYQQLKDQPVEFVWQ 

AEDGISMVAVLRLGPTEHLIQGLH 

QSLFRAEKRIGLMLFGKGNIGARWLELFAREQKS 

LSARSGFEFVLAGWDSRRSLLSY 

DGLDASRTLAFYNDEAKEQDEESLFLWMRAHPFD 

DLWLDVTASPSLAEQYLDFASYG 

FHVI S ANKLAGAS S SNNYRQ I RDAFAKTGRHWL Y 

NATVGAGLPVNHTVRDLRDSGDS I 

LAISGIFSGTLSWLFLQFDGSVPFTELVDQAWQQ 

GLTEPDPRVDLSGQDVMRKLVILA 

REAGYDIEPNQVRVESLVPAGAESGSVDQFFENG 

EALNQQMIQRLEAAKEMGLVLRYV 

ARF DANGKARVGVE AVRT DHP L AS L LPC DNVF AI 

E S RWYRDNP L V I RGPGAGRDVT AG 

AIQSDLNRLSQLL" 

/gene="metF" 

/locus-tag="y03 0 4" 

/gene="metF" 

/locus-tag="y0304" 

/f unction="enzyme; central 

intermediary metabolism: Pool, 

multipurpose conversions" 

/note="residues 1 to 294 of 294 

are 86.39 pet identical to 

residues 1 to 294 of 296 from E. 

coli K12 : B3941; residues 1 to 

294 of 294 are 91.83 pet identical 

to residues 1 to 294 of 298 from 

GenPept : >gb | AAC72242 . 1 | (U74302) 

5, 10-methylenetetrahydrof olate 

reductase [Pectobacterium 

carotovorum] " 

/ codon-start=l 



/transl-table=ll 

/product="5, 10-methylenetetrahydro 
folate reductase" 
/protein-id="AAM83895.1" 
/db-xref="GI:21956983" 
/translation="MSFFHANQREALNQSLSELQ 
GQINVSFEFFPPRTSEMEDTLWSS 
IDRLSTLKPKFVSVTYGANSGERDRTHSIIKGIK 
ERTGLEAAPHLTCIDASPTQLRDI 
AIDYWNSGIRHIVALRGDLPPNSGKPEMYACDLV 
GLLKDVGDFDISVAAYPEIHPEAK 
SAQADLINLKRKIDAGANRAITQFFFDVESYLRF 
RDRCVATG I DVE I VPG I LPVSNFK 
QLQRFATMTNVRVPNWMTSIFDGLDNDPETRKMV 
GASVAMDMVKI LSREGVKDFHFYT 
LNRAELSYAICHTLGVRP" 
repeat-region complement (326721 . .3281 /note="insertion element" 
72) 

/insertion-seq="IS1661" 
gene complement (326762 . .3273 /locus-tag="y0305" 

61) 

CDS complement (326762. .3273 /locus-tag="y0305" 

61) 

/f unction=" IS and transposon 

related functions" 

/note="IS1661 OrfB transposase ; 

residues 1 to 198 of 199 are 54.54 

pet identical to residues 41 to 

238 of 240 from GenPept : 

>emb|CAA63547.1 I (X92970) orfB 

[Escherichia coli] " 

/codon-start=l 

/transl-table=ll 

/product="putative transposase" 

/protein-id="AAM83895 .1" 

/db-xref="GI : 21956984" 

/translation="MNQHGLLSLIRRKKYRSYRA 

DGGRASDNLLARNFTSEISGLKWC 

TDVTEFRVGAQKLYLSVIQDLFNNEIISWHMSER 

AALILTCKTLEKALKVKGRKEGLM 

LHSDQGWHYRTPMWRSMLVEAGIRQSMSRKGNCL 

DNAVMENFFSHLKAEMYHRKKYDS 

ATVLKRDIVEYIHYYNTERISLKTGGMSPAEYRT 

QVEKQ" 

gene complement (327602 . .3282 /locus-tag="y0306" 

43) 

CDS complement (327602. .3282 /locus-tag="y0306" 

43) 

/f unction=" IS and transposon 
related functions" 

/note="IS1661 DNA-binding protein; 
residues 43 to 211 of 213 are 
39.64 pet identical to residues 1 
to 167 of 173 from GenPept : 
>emb|CAA63546 . 1 I (X92970) orfA 
[Escherichia coli]" 
/ codon-start=l 
/transl-table=ll 
/product="putative transposase" 
/protein-id="AAM83897.1" 
/db-xref="GI: 21956985" 
/translation="MNRGNPRSGQAIVRKRGVPR 



GPRFALNPRSWIFLSMIWRFGSMK 
HPFSTRLAAVQHYLSGKATLRETARQFSVGKSPL 
TRWIRAFRRQGEAGLEHHLSRTYT 
PEFRLCWRYMMANRCSAADASAHFNIPNETI IQ 
NWMKRYREGGKEALNPSKTGPTMP 
KDKYEHDSKPFSEMTHAELEKELEYLRAENAYLK 
KRKALREEKALREQQKKPE" 
gene 328492 . .328707 /locus-tag="y0307" 

CDS 328492. .328707 /locus-tag="y0307" 

/note="residues 3 to 55 of 71 are 
32.30 pet identical to residues 
328 to 389 of 550 from GenPept : 
>gb I AAB88471.il (AF242881) agaG 
[Agrobacterium tumef aciens ] " 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83898 . 1" 
/db-xref="GI: 21956987" 
/translation="MTLSAIRNIADKERGASERA 
WTPAKSALGQGCPSRWLVSPKDAG 
GLPAGQYFAQAAGAGGPASPPARLRRL " 
gene complement (328859 . .3315 /gene="ppc" 

55) 

/locus-tag="y0308" 
CDS complement (328859. .3315 /gene="ppc" 

55) 

/locus-tag="y0308" 
/function="enzyme; energy 
metabolism, carbon: Fermentation" 
/note="residues 21 to 898 of 898 

are 82.10 pet identical to 

residues 1 to 883 of 883 from E. 

coli K12 : B39b5; residues 21 to 

898 of 898 are 82.10 pet identical 

to residues 1 to 883 of 883 from 

GenPept : >dbj | BAB3 83 0 8 . 1 | 

(AP002567) phosphoenolpyruvate 

carboxylase [Escherichia coli 

0157:H7] " 

/ codon-start=l 

/transl-table=ll 

/produet=" phosphoenolpyruvate 

carboxylase" 

/protein-id="AAM83899 .1" 

/db-xref="GI : 21956988" 

/translation="MNIASNPAASNTKDKWVRGH 

MNEQYSAMRSNVSMLGTLLGDTIK 

E ALGEH I L DRVE TIRKLSKSS RAGNE AS RQE L L T 

TLQNLSNDELLPVARAFSQFLNLT 

NTAEQYHS I SPHGEAASNPEALAQLFTRLKDKKL 

SDQDMRSAVDDLSIELVLTAHPTE 

ITRRTLIHKLVEVNTCLSQLDHNDLADYERNKIM 

RRLRQLVAQSWHTDEIRKLRPSPV 

DEAKWGFAWENSLWEGVPAFLREFNEQLENSLD 

YRLPVEAVPIRFTSWMGGDRDGNP 

NVT AE I TRH VL LLSRWKATDLFLRDI QVL VS ELS 

MSECTPELRELAGGEEVLEPYRQL 

MKNVRTQLTNTQAYLEARLKGERVLPPHDLLVSN 

DQLWEPLYACYQSLKACGMEIIAN 

GQLLDTLRRVRCFGVPLVRIDVRQESTRHTDAIA 

ELTRYLGLGDYESWSESDKQAFLV 



RELNSKRPLVPLKWEPSAETQEVLETCRVIAEAP 

QGS lAAYVI SMAKVPSDVLAVHLL 

LKEAGCPFTLPVAPLFETLDDLNNADDVMTQLLG 

I DWYRGL I QGKQMVMI G Y S D S AKD 

AGVMAASWAQYRAQDALIKTCEKAGITLTLFHGR 

GGSIGRGGAPAHAALLSQPPGSLK 

GGLRVTEQGEMIRFKFGLPEVTISSLALYAGAIL 

EANLLPPPEPKKEWIEVMDLLSDA 

SCDMYRSYVRENPEFVRYFRAATPELELGKLPLG 

S RP AKRRP DGG VE S LRAI P W I F AW 

TQNRLMLPAWLGAGAGLQRAIDAGKQDVLATMCR 

DWPFF S TRI GMLEMVFAKADLWLA 

EYYDQRLVDKSLWPLGQQLRDQLAADIKWLAIA 

NDDHLMADLPWIAESIALRNVYTD 

PLNVLQAELLHRSRQQEHPDACVEQALMVTIAGV 

AAGMRNTG" 

gene complement (331869 . .3330 /gene="argE" 

38) 

/locus-tag="y0309" 
CDS complement (331869 . .3330 /gene="argE" 

38) 

/locus-tag="y0309" 

/f unction="enzyme; amino acid 

biosynthesis: Arginine" 

/note="resiclues 1 to 386 of 389 

are 77.72 pet identical to 

residues 1 to 381 of 383 from E. 

coli K12 : B3957" 

/codon-start=l 

/transl-table=ll 

/product="acetylornithine 

deacetylase" 

/protein-id="AAM83900 . 1" 

/db-xref="GI: 2 1955989" 

/translation="MKMKLPPFIELYRALIATPS 

ISAADSALDQSNEALINLLAGWFA 

DLGFRVEIQPVPDTRHKFNLLASIGENENGEGHG 

GLLLAGHTDTVPYDEGRWTRDPFT 

LTEHDHKLYGLGTADMKGFFAFILDAVRDIDASK 

LTKPLYILATADEETTMAGARYFA 

ANTQLRPDFAIIGEPTSLQPVRAHKGHISNAIRI 

TGQSGHSSDPARGVNAIDLMHESI 

TQLMALRTTLQERYHNPAFTIPYPTMNFGHINGG 

DAANRICACCELHMDIRPLPGLTL 

SDLNELMTEALEPVSQRWPGRLSIDELHPPIPGY 

ECPTDHHMVGVIEKLLGERTAWN 

YCTEAPFIQQVCPTLVLGPGSINQAHQPDEFIDM 

AFIEPTRELIGQLVDHFCQQK" 

gene 333283 .. 334287 /gene="argC" 

/locus-tag="y0310" 

CDS 333283. .334287 /gene="argC" 

/locus-tag="y0310" 
/function="enzyme; amino acid 
biosynthesis: Arginine" 
/note="residues 1 to 334 of 334 
are 78.14 pot identical to 
residues 1 to 334 of 334 from E. 
coli K12 : B3958" 
/codon-start=l 
/transl-table=ll 

/product="N-acetyl-gamma-glutamylp 
hosphate reductase" 



/protein-id="AAM83901 . 1" 

/db-xref="GI: 21956990" 

/translation="MLNTL I VGAS G YAGAE L T AY 

LNRHPHMNITGLAVSAQSADAGKL 

LSDLHPQLKGILDLPLQPLVDVAQAAKGIDWFL 

ATAHEVSHDLAPQFLAAGCWFDL 

SGAFRVRDAAFYSQYYGFEHQHPDWLDKAVYGLA 

EWQSEDIKQAQLIAVPGCYPTASQ 

LALKPLVDGQLLNDAQWPVINAVSGVSGAGRKAS 

MGNSFCEVSLQPYGLFTHRHQPEI 

VTHLGTPVI FTPHLGNFARG I LAT I TCRLKAGVT 

AQNIADAYHHAYQNKPLVRLYQQG 

VPALKAWGLPFCDIGFSVQGEHLIIVATEDNLL 

KGAAAQAVQCMNIRFGFPETQSLL " 

gene 334453 .. 335229 /gene="argB" 

/locus-tag="y0311" 

CDS 334453. .335229 /gene="argB" 

/locus-tag="y0311" 
/function="enzyme; amino acid 
biosynthesis: Arginine" 
/note="residues 1 to 256 of 258 
are 84.76 pet identical to 
residues 1 to 256 of 258 from E. 
coli K12 : B3959" 
/codon-start=l 
/transl-table=ll 

/product="acetylglutamate kinase" 

/protein-id="AAM83902 .1" 

/db-xref="GI: 21956991" 

/translation="MMNPLVIKLGGVLLDSEEAL 

ERLFTALVTYREKHERPLVIMHGG 

GCLVDELMKRLALPWKKNGLRVTPADQIDIITG 

AL AGT ANKT L L AWAVKHQ I NAVGL 

C L ADGNT VT VT L L DAE LGHVGKAQPG S AAL VQ T L 

LAAGYMPIISSIGITVEGQLMNVN 

ADQAAT ALAAT LGADL ILLSDVSGILDGKGQRIA 

EMTAQKAEQL I AQGI I TDGMWKV 

NAALDAARSLGRPVDIASWRHSEQLPALFNGVPI 

GTRISV" 

gene 335396 . .336769 /gene="argH" 

/locus-tag="y0312" 

CDS 335396. .336769 /gene="argH" 

/ locus-tag="y0312 " 
/function="enzyme; amino acid 
biosynthesis: Arginine" 
/note="residues 1 to 456 of 457 
are 89.03 pet identieal to 
residues 1 to 456 of 457 from E. 
coli K12 : B3960; residues 1 to 
456 of 457 are 90.57 pet identical 
to residues 1 to 456 of 458 from 
GenPept : >gb | AAL22962 . 1 | 
(AE008892) argininosuccinate lyase 
[Salmonella typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 

/product=" argininosuccinate lyase" 
/protein-id="AAM83903 .1" 
/db-xref="GI: 21956992" 
/translation="MALWGGRFSQAADQRFKQFN 
DSLRFDYRLAEQDI IGSVAWSKAL 
VTVGVLNADEQQQLEQALSVLLEEVQANPHAILA 



SDAEDIHSWVETKLIDKVGDLGKK 

LHTGRSRNDQVATDLKLWCKFQITELQTAVQQLQ 

QALVMTAEANQDAVMPGYTHLQRA 

QPVTFAHWCLAYVEMLSRDESRLQDTLKRLDVSP 

LGCGALAGTAYAIDREQLAGWLGF 

ASATRNSLDSVSDRDHVLELLSDASIGMVHLSRF 

AEDLIFFNSGEAAFVDLSDRVTSG 

S S LMPQKKNPDALEL I RGKCGRVQGAL TGMTMT L 

KGLPLAYNKDMQEDKEGLFDALDT 

WLDCLHMAALVLDGIQVKRPRCKEAAEQGYANAT 

ELADYLVAKGVPFREAHHIVGEAV 

VEAI RQGKALE ALAL S DLQQF S S VI GDDVYP I LA 

LQSCLDKRVAKGGVSPQQVASAI A EAKARLF " 

gene 337368 . .339860 /gene="hasR" 

/locus-tag="y0313" 

CDS 337368. .339860 /gene="hasR" 

/locus-tag="y0313" 

/function="transport : transport of 
small molecules; cations" 
/note="receptor for HasA and heme; 
residues 42 to 830 of 830 are 
55.62 pet identical to residues 
122 to 899 of 899 from GenPept : 
>emb|CAA70172.1 I (Y08983) hasR 
[Serratia marcescens] " 
/codon-start=l 
/transl-table=ll 

/product="putative outer membrane 
receptor" 

/protein-id="AAM83904.1" 
/db-xref="GI: 21956993" 
/translation="MDNIIRDKKTIISVNKITTC 
ILFALVTQGYSGQLAANTAETPTN 
NNDMALDKLNVEGKGNAHDSDWIYDEPRSVSEIT 
REQLDNRPARHAADILEQTPGVYS 
SVSQQDPGLSINIRGIQDYGRVNMNIDGMRQNFM 
KSGHGQRNGSMYIDPEILSNWIE 
RGIFNGIGGAGAIGGIATFNTINASDFLAPEKEL 
GGHIRAMTGDNGTRFIGSGALALG 
NPNGDILLAVSERNLKDYWPGNKGVLAGLRLYSP 
TRNVGDDLKNTKTLFTGYKMRSQL 
AKVGWNFEAGQRLEFSYLQTQIASPNASMLSEVL 
ALSPSGKEITKIGWRNTSFTNVEN 
RNIALDYRLNPEHISWLDATAKIYYVDTNDETDN 
ANSLFKEYFWTQTRLKTRGLQLQN 
TNTFTPSDAHQIRLKYGLEWFSDKSEGYSTRKLI 
ERTTPPGKRAITSTFAQLNYEYDD 
WLRLEGGLRYDQFRLKGNTWLHTRSFLQPYTFEN 
PCDRRIHEQSEKPGSRCSSRRPAT 
MRWDVDRCEQQLSPTLAMGVKPGLEWLEFFGSYG 
KSWRPPAMTEVLATGTAHGYSWVL 
PNPFVAAERARTWEAGFN I QQSNLF I EDDHFAAK 
VAYFDTRIANYINLELGKAKPKFG 
GDSFTDVAYVNNLLKTRFRGLEYQLSYDAGTFYT 
NINYTRMIGVNNVCSPYAWLGGLQ 
SVKYKYVGKVEQIYAVENEVANNYVTCMNANVLF 
GSSAYLPGDRGSLTLGSRIFDRRL 
DFGTVIRYNKGYQDRSAQDENGNPLTAYVADWPK 
Y I VYDL YAS YKVTNNL I LRS S I EN 
ITNRAYLVNYGDTLSFAPSRGRTIQGGFEYKF" 
gene 340082 .. 340699 /gene="hasA" 

/locus-tag="y0314" 



CDS 



340082. .340699 



/gene="hasA' 



/locus-tag="y0314" 
/function="transport : transport of 
small molecules; cations" 
/note="secreted heme-binding 
protein experimentally shown to 
bind heme; residues 1 to 181 of 
205 are 31.60 pet identical to 
residues 1 to 182 of 188 from 
GenPept : >emb | CAA57068 . 1 | 
(X81195) hasA [Serratia 
marcescens] " 
/codon-start=l 
/transl-table=ll 
/product=" secreted hemophore" 
/protein-id="AAM83905. 1" 
/db-xref="GI: 2 1956995" 
/translation="MSTTIQYNSNYADYSISSYL 
REWANNFGDIDQAPAETKDRGSFS 
GSSTLFSGTQYAIGSSHSNPEGMIAEGDLKYSFM 
PQHTFHGQIDTLQFGKDLATNAGG 
PSAGKHLEKIDITFNELDLSGEFDSGKSMTENHQ 
GDMHKSVRGLMKGNPDPMLEVMKA 
KGINVDTAFKDLSIASQYPDSGYMSDAPMVDTVG 
WDCHDMLLAA" 



/locus-tag="y0315" 
/function="transport : transport of 
small molecules; cations" 
/note="secretion of HasA; residues 
22 to 589 of 607 are 62.14 pet 
identical to residues 1 to 566 of 
582 from GenPept : 
>dbj IBAA12015.1 I (D83582) 
metalloprotease transporter 
[Serratia marcescens] " 
/ codon-start=l 
/transl-table=ll 

/product="secretion ATPase, Type I 

secretion system" 

/protein-id="AAM83906 .1" 

/db-xref="GI : 2 1956996" 

/translation="MEMDAMESCKTPGASSVPPT 

ILSVLAGNKKILWGIGLFTAVINL 

LMLAPAIYMLQVYDRVLASANTMTLLMLTVLVLG 

VFVFIGLLEWVRSAWIRLGTQID 

MQLNQPVFNAAFAANLKGHNTPAAQALNDLTVLR 

QFATGNALFAFFDAPWFPLYLLVI 

FLLHPWLGMLAAAGAGILWLAWLNQWICKKPLH 

DAS I I TSHATQQANANLRNADVI E 

AMGMLKALRERWLMQHANFLYQQNLASDKSSRVT 

AVAKSSRQALQSMMLGLGALLVIY 

NEITAGVMIAGSILIGRVLGPIDQLIAVWKQWSH 

ARLAYQRLSQLLAQHPSSPTGMVL 

PAPQGKLNVTQLMACKPGTHIPVLHSINFELQPG 

DVLGILGPSGSGKSTLAKLLVASQ 

PTFSGTVRLDSADLSRWDKTQLGEFIGYLPQNIQ 

LFRGTVAENIARFGAIDTAKWAA 

AQLADVHDLILHLPQGYDTPLGDDGEGLSGGQRQ 

RIALARAMYGIPRLIVLDEPDASL 



gene 



340850. .342673 



/gene="hasD" 
/locus-tag="y0315" 
/gene="hasD" 



CDS 



340850. .342673 



DKEGEQALLASIIQLKQQGCTIVMITHKPELLSG 
SDYLLFLKNGQMDLFDRTQAVLQN 
IQGKDKPAVQPEAKILNSRSGWSNGVSYGIGPAR 
TTSSPKP" 

gene 342749 .. 344077 /gene="hasE" 

/locus-tag="y0316" 

CDS 342749. .344077 /gene="hasE" 

/locus-tag="y0316" 

/f unction="transport : transport of 
small molecules; cations" 
/note="secretion of HasA; residues 
20 to 442 of 442 are 47.54 pet 
identical to residues 17 to 443 of 
443 from GenPept : 
>dbj IBAA12016.1 I (D83582) 
metalloprotease transporter 
[Serratia marcescens] " 
/codon-start=l 
/transl-table=ll 

/product="secretion permease. Type 

I secretion system" 

/protein-id="AAM83907.1" 

/db-xref="GI: 21956997" 

/translation="MLPESVCYSVANANRQPPLQ 

INSGRYLNIGGGLWIGFIGFLLW 

AGLAPLDKGVAVTGLLWAENRKVIQPLQGGRIQ 

QLHVTEGDEIVSGQLLVTLDDTAI 

RNQRDNLQHQYLSALAQEARLTAEQNDLDVITFP 

QALLEHATQPAVERNIILQQQLLH 

HRRQAHLSEIARLSTQLTRHQARLDGLQAMRSNH 

QRQSNLFQQQLDSVQLLAKDGHIA 

KNKLLEMESQSTSLQARVEQSTSDIAEAHKLIDE 

TEQHVLQRREQYQSENSEQLAKAQ 

QNTQELVQRLNIAEYELSHTRIFAPVSGSVIALA 

QHTVGGWSSGQALMEIVPSGQPL 

FVEAQLPVELIDKVAVGLPVDLNFSAFNQSNTPR 

LQGSVWRIGADRIQPPPTSPPYYP 

LTVAIDLDPTELAIRPGMAVDVFIRTGERSLLSY 

LFKPFTDRLHLALAEE " 

gene 344142 .. 344945 /gene="hasB" 

/locus-tag="y0317" 

CDS 344142. .344945 /gene="hasB" 

/locus-tag="y0317" 

/f unction="transport : transport of 
small molecules; cations" 
/note="possibly specific for 
heme-HasA uptake via HasR 
receptor; residues 14 to 265 of 
267 are 36.90 pet identical to 
residues 16 to 257 of 258 from 
GenPept : >gb | AAK67308 . 1 | 
(AF283294) CjrB [Shigella 
flexneri] " 
/ codon-start=l 
/transl-table=ll 
/product="TonB-like protein" 
/protein-id="AAM83908 . 1" 
/db-xref="GI: 21956998" 
/translation="MNRLQQSSDKLIFWLVGALL 
ACGIHIYALWWLSTASIPAIPTSY 
PAAIMMELSAEPEFMQNLPQNSWGITQNIIEPA 
VEQRVNQPDDIVDLPTLPEQPEGQ 



RE I TRKEP I KVKRPAENRAT SRKP VNKE TQE S D S 
KQ S S P AAAAS AML S GT S QQVAAAV 
NSDSSHRQQAQVSWKSRLQGHLMGFKRYPSSARK 
QQQQGTAMI RF WDKNGYVS S VQL 
SHSSGTSALDREALAIIKRAQPLPKPPAELLSQG 
QITLSLPVDFNLKRK" 
gene complement (345061 . .3465 /locus-tag="y0318" 

24) 

CDS complement (345061. .3465 /locus-tag="y03 1 8 " 

24) 

/ function="enzyme; oxidoreductase" 

/note="residues 1 to 486 of 487 

are 75.00 pet identical to 

residues 1 to 483 of 484 from 

GenPept : >gb | AAF95779 . 1 | 

(AE004330) pyridine 

nucleotide-disulfide 

oxidoreductase, class I [Vibrio 

cholerae] " 

/ codon-start=l 

/transl-table=ll 

/product="putative pyridine 

nucleotide-di sulphide 

oxidoreductase" 

/protein-id="AAM83909 .1" 

/db-xref="GI : 2 1956999" 

/translation="MKTLNVDVAVIGGGTAGLGA 

YRAAKLLTPNWMIEGGEYGTTCA 

RVGCMPSKLLIAAAEAVHQIEKAPGFGIHPQGKP 

LINGREVMDRVKRERDRFVGFVLE 

S VET I PAADKI QGYARF I DDNTLQVDDHTQL T S Q 

KI lAQRIVIATGSRPSWPASWNEL 

GDRLIINDDVFNWDDLPESVAVFGPGVIGLELGQ 

ALHRLGVQVKMFGVGGAVGPLTDS 

IVRDYAAKTLGDEFYLDPDVKVELMQREGDKVFI 

RYLDKSGRPQE IMVDYVLAATGRR 

PNVDKLGLENT S L I LDERGVPQADRLTMQTNVPH 

IFIAGDASNQLPLLHEASDQARIA 

GVNAGGFPEWPGLRRSPISWFSDPQIAMVGAT 

FRELAQKFSACGCFEIGEVSFENQ 

GRSRVMLKNKGILRIYGEQGTGRFLGAEMMGPSA 

EHIAHLLAWAHQQQMTIDQMLDMP 

FYHPVIEEGLRTALRDLQSKLKLGADEAERCLRC 

PGE" 

gene complement (346619 . .3473 /locus-tag="y0319" 

50) 

CDS complement (346619 . .3473 /locus-tag="y0319" 

50) 

/ function="enzyme; oxidoreductase" 
/note="residues 1 to 241 of 243 
are 81.32 pet identical to 

residues 5 to 245 of 247 from 
GenPept : >gb | AAF95778 . 1 | 
(AE004330) peroxiredoxin family 
protein/glutaredoxin [Vibrio 
cholerae] " 
/ codon-start=l 
/transl-table=ll 
/product="peroxiredoxin family 
protein" 

/protein-id="AAM83910 . 1" 
/db-xref="GI: 21957000" 



/translation="MFTSQEGKKVPQVTFHTRQG 

DQWIDVTTDDLFSNKTVIVFSLPG 

AFTPTCSSSHLPRYNELAGVFKQHGVDSILCVSV 

NDTFVMNAWKS DQHAEN I TFVPDG 

NGEFTKGMNMLVEKADLGFGPRSWRYSMLVRNGV 

VEKMFVEPNKPGDPFEVSDADTML 

KYLAPDFKVQESVAVFTKPGCPFCAKAKQMLQDH 

GLQYEEIVLGKDATTVSLRAVSGR 

STVPQIFIGGRHIGGSDDLEKYLPA" 

gene 347497. .348414 /gene="oxyR" 

/locus-tag="y032 0" 

CDS 347497. .348414 /gene="oxyR" 

/locus-tag="y0320" 

/f unction="regulator ; global 

regulatory functions" 

/note="residues 1 to 305 of 305 

are 86.55 pot identical to 

residues 1 to 305 of 305 from E. 

coli K12 : B3961; residues 1 to 

297 of 305 are 91.24 pet identical 

to residues 1 to 297 of 302 from 

GenPept : >gb | AAC72241 . 1 | (U74302) 

oxidative stress transcriptional 

regulator [Pectobacterium 

carotovorum] " 

/codon-start=l 

/transl-table=ll 

/product="activator, hydrogen 

peroxide-inducible genes" 

/protein-id="AAM83911 . 1" 

/db-xref="GI: 21957001" 

/translation="MNIRDLEYLVALAEFRHFRR 

AADSCHVSQPTLSGQIRKLEDELG 

IMLLERTSRKVLFTQAGLLLVEQAKTVLREVKVL 

KEMASLQGESMSGPLHIGLIPTVG 

PYLLPQIIPMLHKTFPKLEMYLHEAQTQNLLAQL 

DSGKLDCAI LALVKETEAF I E I PL 

FDEPMNLAIYADHPWANRERVEMHELAGEKLLML 

EDGHCLRDQAMGFCFQAGADEDTH 

FRATSLETLRNMVAAGSGITLLPALAVPNERQRD 

GVCYLECYKPVPKRTIALVYRPGS 

PLRGRYEQLAEAIRDHMQERMAPSLEQAI " 

gene complement (348397. .3497 /gene="udhA" 

31) 

/locus-tag="y0321" 
CDS complement (348397. .3497 /gene="udhA" 

31) 

/locus-tag="y0321" 
/note="residues 1 to 444 of 444 
are 84.00 pet identical to 
residues 1 to 444 of 444 from E. 

coli K12 : B3962; residues 1 to 
444 of 444 are 85.36 pet identical 
to residues 23 to 466 of 466 from 
GenPept : >gb | AAL2296 4 . 1| 
(AE008893) soluble pyridine 
nucleotide transhydrogenase 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 

/product="putative oxidoreductase" 
/protein-id="AAM83912 .1" 



/db-xref="GI: 21957002" 
/translation=" MGLVKQGARVAVI ERYNNVG 
GGCTHWGTIPSKALRHAVSRIIEF 
NQNPLYSDNARTIKSSFADILNHADRVINQQTRM 
RQGFYDRNHCHMFSGDASFIDANT 
VNVRYADGTSDTLQADNIVIATGSRPYRPVNVDF 
NHERIYDSDTILQLSHEPQHVIIY 
GAGVIGCEYASIFRGLSVKVDLINTRDRLLAFLD 
QEMS DAL S YHF WNNGWI RHNEEF 
EQIEGTTDGVIVHLKSGKKVKADCLLYANGRTGN 
TSGLGLENIGLEADSRGLLKVNSM 
YQTALSHVYAVGDVIGYPSLASAAYDQGRIAAQA 
MIKGEANVHLIEDIPTGIYTIPEI 
SSVGKTEQELTAMKVPYEVGRAQFKHLARAQIVG 
MDTGSLKILFHRETKQILGIHCFG 
ERAAEI IHIGQAIMEQKGEGNTLEYFVNTTFNYP 
TMAEAYRVAALNGLNRLF " 
gene 350003 . .350650 /locus-tag="y0322 " 

CDS 350003. .350650 /locus-tag="y0322" 

/note="residues 4 to 210 of 215 
are 95.65 pet identical to 
residues 19 to 225 of 234 from E. 
coli K12 : B3963" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="AAM83913 .1" 
/db-xref="GI: 21957004" 
/translation="MGTIMGVRAQQKERTRRSLI 
EAAFSQLSAERSFASLSLREVSRE 
AGIAPTSFYRHFRDVDELGLTMVDESGLMLRQLM 
RQARQRIAKGGSVIRTSVSTFMEF 
IGNNPNAFRLLLRERSGTSAAFRAAVAREIQHFI 
AELADYLELENHMPRSFTEAQAEA 
MVTIVFSAGAEVLDVDIEQRRQLEERLVLQLRMI 
SKGAYYWYRREQEKLAASRVE " 
gene 350663 .. 351070 /locus-tag="y0323 " 

CDS 350663. .351070 /locus-tag="y0323 " 

/note="residues 3 to 115 of 135 
are 66.37 pet identical to 
residues 2 to 114 of 119 from E. 
coli K12 : B3964; residues 3 to 
115 of 135 are 70.79 pet identical 
to residues 2 to 114 of 119 from 
GenPept : >gb | AAL22966 . 1 | 
(AE008893) putative inner membrane 
protein [Salmonella typhimurium 
LT2] " 

/ codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="AAM83914 . 1" 
/db-xref="GI:219570 05" 
/translation="MEQSSRRETGTLLLALITGL 
AINGVCAALFSALVPFSVFPLLTL 
ILAVYCLHQRYLNFAMPQGIPVLASACFLLGILL 
YSAIVRVEYPAIGSNFVPAVLSW 
LVFWILFKLRTRKSVQTHTDADIDINNSDQPQQ" 
gene complement (351204. .3523 /gene="trmA" 

07) 

/locus-tag="y0324" 
CDS complement (351204. .3523 /gene="trmA" 



/Iocus-tag="y0324" 
/function=" enzyme; aminoacyl tRNA 
synthetases, tRNA modification" 
/note="residues 1 to 363 of 367 
are 77.41 pet identical to 
residues 1 to 363 of 366 from E. 
coli K12 : B3965; residues 1 to 
363 of 367 are 77.41 pot identical 
to residues 1 to 363 of 366 from 
GenPept : 

>gb|AAG59169.1 IAE005628-5 
(AE005628) tRNA 
(uracil-5-) -methyltransf erase 
[Escherichia coli 0157:H7 EDL933]" 

/ codon-start=l 

/transl-table=ll 

/product="tRNA 

(uracil-5-) -methyltransf erase" 

/protein-id="AAM83915.1" 

/db-xref="GI: 21957006" 

/translation="MTPNILPIESYDHQLAEKSA 

RLKAMMLPFQAPEPEIFRSPADHY 

RMRAEFRVWHDEDDLYHIMFDQQTKQRIRVEQFP 

VASRLINRLMDALMTAIRAEPLLR 

RKLFQIDYLSTLSGKLIASLLYHRQLDEEWQQKA 

LELRDQLRAQGFDLQLIGRAAKTK 

IMLDHDYIDEVLPVAGREMIYRQVENSFTQPNAA 

VNIHMLEWALDVTQGATGDLLELY 

CGNGNF S LALARNFERVLATE I AKP S VAAAQYN I 

AANN I DNVQ II RMS AEEFTQAMQG 

VREFNRLKGIDLGSYNCETIFVDPPRSGLDHETV 

KLVQAYPRI LY I SCNPETLCANLE 

QLQHTHKISRLALFDQFPYTHHMECGVLLEKRH" 

gene 352703 .. 354664 /gene="btuB" 

/locus-tag="y0325" 

CDS 352703. .354664 /gene="btuB" 

/locus-tag="y0325" 

/f unction="membrane; outer 

membrane constituents" 

/note="residues 31 to 653 of 653 

are 64.84 pet identical to 

residues 2 to 614 of 614 from E. 

coli K12 : B3966" 

/ codon-start=l 

/transl-table=ll 

/product="outer membrane receptor 

for transport of vitamin B12, E 

colicins, and bacteriophage BF23" 

/protein-id="AAM83916 .1" 

/db-xref="GI: 21957007" 

/translation="MAVAYYRPWHCGIRQLSLDA 

LLMIIKNTMTIKKYTLLTALSVTA 

FSGWAQGNNTTDNNDEMWTANRFPQPKSSVLAP 

VDWTRADIDRWQSTNINDVLRRL 

PGVDIAQDGGMGQRS SLF IRGTNS SHVLVL I DGV 

RLNQAGITGASDLSQIPISLVQRI 

EYIRGPRSAVYGSDAIGGVINILTGRDKPGTTLS 

AGLGSNGYQTYDGSTQQKLGEDTT 

VTLAGNYTYSKGYDWAGMPGAGGPRQPDRDGFM 

GKMLWAGLEHQFNEQFNGFARVYG 

FDNRSDYDGYTNYSNPLALIDTRKLSSRTYDTGL 



gene 
CDS 



354573. .355472 
354573. .355472 



gene 
CDS 



355930. .357514 
355930. .357514 



357608. .357680 
357608. .357680 



357936. .360842 
357936. .360842 

complement (360878 . 
70) 

complement (360878. 
70) 



RYKNGIYASQFIASYNRTKDYNYS 
PLFGQHDI TAS LDEAEQYNLQWGNTFQLTNGMI S 
AGADWQEQRTERKSSNQNTTADFT 
QHNTGIYLTGQQQISDVTLEGAVRSDDNSQFGWH 
STWQTSAGWEFIDGYRLIGSYGTA 
YKAPNLMQLYSAYGGNANLKPEESKQWEGGVEGL 
TGPLTWRLSAYRNDIDQLIDYSNL 
TNGYFNINKATIKGVEWTGSFDTGPLSHQVTLEY 
LDPRNADTHE I LVRRAKQQVKYQL 
DWQVADLDWSVTYQYLGQRYDKDYSTYPEETVEL 
GGVSLWDLAVSYPVTSHLTVRGRI 
ANLFDKDYEMVYGYQTPGREYYFTGS YNF " 
/gene="murl " 
/locus-tag="y0326" 
/gene="murl" 
/locus- tag="y0326 " 
/function=" enzyme; murein 
sacculus, peptidoglycan" 
/note="required for biosynthesis 
of D-glutamate and peptidoglycan; 
residues 9 to 299 of 299 are 71.13 
pet identical to residues 1 to 287 
of 289 from E. coli K12 : B3967; 
residues 13 to 299 of 299 are 
73.17 pet identical to residues 1 
to 283 of 283 from GenPept : 
>gb|AAL22969.1 I (AE008893) 
glutamate racemase [Salmonella 
typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 
/product="glutamate racemase" 
/protein-id="AAM83917.1" 
/db-xref="GI: 21957008" 
/translation="MPTCLIKIMRWFMATKPQDA 
NTTSREAITSKADSPPRPTALIFD 
SGVGGLSVYQEIRQLLPDLHYIYAFDNVAFPYGE 
KSGEFIVERVLEIVTAVQQRHPLA 
IWIACNTASTVSLPALRERFAFPWGWPAIKP 
AVRLTRNGWGLLATRATVHASYT 
LDLIARFATDCKIELLGSSELVEVAETKLHGGW 
PLEVLKKILHPWLSMREPPDTIVL 
GCTHFPLLTEELAQVLPEGTRMVDSGAAIARRTA 
WLISSQENVISSQDENIAYCMALD 
EDTDALLPVLQSYGFPKLQKLPI " 
/ locus -tag="yr 0 05" 
/ locus -tag="yr 0 05" 
/product="16S ribosomal RNA" 
/locus-tag="yt003" 
/locus-tag="yt003" 
/product="tRNA-Glu" 
/note="anticodon : TTC" 
/locus-tag="yr 0 06 " 
/locus-tag= "yr006" 
/product="23S ribosomal RNA" 
.3612 /locus-tag="y0327" 

.3612 /locus-tag="y0327" 

/note="residues 5 to 36 of 130 are 
50.00 pet identical to residues 11 
to 48 of 50 from GenPept : 



360950. .361069 

360950. .361069 



361193. 
361193. 



361272 
361272 



361278. .361350 
361278. .361350 



362330. .363286 
362330. .363286 



363372. .364862 
363372. .364862 



>emb|CAB67146.1 I (AJ271079) 

hypothetical protein [Oenothera 

elata subsp. hookeri] " 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83918 . 1" 

/db-xref="GI :219570 09" 

/translation="MAERTGLEPATPCVTGRYSN 

QLNYRSTDSFTCIFPILYPIRASA 

LRCAKPLLAILTVTRCHSDNSCLMPGSVLLSHGE 

TPHYHRRYGVS LL S S AWDQVGPPR 

YGRQANSVLINPQTSNTCQPVNTISERR" 

/locus-tag="yr007" 

/locus-tag="yr007" 

/product="5S ribosomal RNA" 

/locus-tag="yt0 0 4" 

/locus-tag="yt0 04" 

/product="tRNA-Asp" 

/note="anticodon: GTC" 

/locus-tag="yt005" 

/locus-tag="yt005" 

/product="tRNA-Trp" 

/note="anticodon: CCA" 

/locus-tag="y0328" 

/locus-tag="y0328" 

/function="putative regulator" 

/note="residues 1 to 318 of 318 

are 75.78 pet identical to 

residues 1 to 318 of 318 from E. 

coli K12 : B4227" 

/codon-start=l 

/transl-table=ll 

/product=" solute-binding 

periplasmic protein of ABC 

transporter " 

/protein-id="AAM83919 .1" 

/db-xref="GI: 21957011" 

/translation="MYRRLL L AAAVT AAMC S AVQ 

AAPLWGFSQIGSESGWRSAETKV 

AKQEAEKRG I T LKI ADAQQKQENQ I KAVRSF I AQ 

GVDAIFIAPWATGWTPVLQEAKE 

AKIPVFLLDRMIEVNDPSLYTAAVASDSVYEGKV 

AGEWLLQDVAGKPCNWELQGTVG 

SSVAINRKKGFADGIASAPGVKIIRSQSGDFTRS 

KGKEVME S F I KAEQNGKN I C AVYA 

HNDDMAIGAIQAIKEAGLKPGSDIKIVSIDGVPD 

IFKAMSSGEANATVELTPNMAGPA 

LDALIVLKKDGTQPPKFIQTESRLLQPDTAKQEY 

ELKKSLGY" 

/locus-tag="y0329" 
/locus-tag="y0329" 
/f unction="putative transport" 
/note="residues 4 to 376 of 496 
are 62.73 pet identical to 
residues 9 to 381 of 417 from E. 
coli K12 : B4228; residues 4 to 
494 of 496 are 67.20 pet identical 
to residues 9 to 499 of 500 from 
GenPept : 

>gb|AAG59426.1 IAE005655-5 
(AE005655) putative ATP-binding 



component of ABC transporter 

[Escherichia coli 0157:H7 EDL933]" 

/codon-start=l 

/transl-table=ll 

/product="putative ATP-binding 

component of ATP transport system" 

/protein-id="AAM83920 . 1" 

/db-xref="GI:21957012" 

/translation="MEILLEVRGLSVEFPGVKAL 

DSVDFSLQRGEWALLGENGAGKS 

TLIKALTGVYKRSAGEVLLDGKAVCPIDTADAQL 

MGIGTVYQEVNLLPNISVAANLFI 

GREPLRWGLIDHNKMNQQAAKLLTGYGLTLDVQQ 

PLANFSIAIQQIVAIARAVDLSAK 

VLILDEPTASLDAKEVSMLLDILCQLRDQGIGMV 

FVTHFLDQVYRISDRITVLRNGKL 

VGTKTVAELPRIELVQMMLGHSFDEQLLKRGEHS 

ITNKNPLVEFKNYGRRGWENFDL 

SVSPGEIVGLAGLLGSGRTETAQLIFGITTPDTG 

EAKIQGKPVKIRTPRKASKFGFGY 

CPEDRKTEGIVGAATVRENIILALQAQRGWLRPL 

SMREQTQIADDFIQQLGIRTPSPE 

QQIQYLSGGNQQKVLLARWLATKPRFLILDEPTR 

G I DVGAHAE I I RL I EKLCDEGLAL 

LIISSELEELAGYADRIIVLRDRRHVAQLDHDEI 

SVPAIMQAIAVQ" 

gene 364874 . .365893 /locus-tag="y0330" 

CDS 364874. .365893 /locus-tag="y0330" 

/function="putative transport" 
/note="residues 4 to 326 of 339 
are 70.67 pet identical to 
residues 4 to 325 of 341 from E. 
coli K12 : B4230; residues 4 to 
326 of 339 are 70.37 pet identical 
to residues 4 to 325 of 341 from 
GenPept : 

>gb|AAG59427.1 IAE005655-6 
(AE005655) putative transport 
system permease protein 
[Escherichia coli 0157:H7 EDL933]" 
/ codon-start=l 
/transl-table=ll 

/product="putative ABC transport 
system inner membrane permease 
protein" 

/protein-id="AAM83921 . 1" 
/db-xref="GI :21957013" 
/translation="MGNRSLSMTQRPRKVKWVLP 
KGATQFGALAVILLIDSLVAPHFF 
S I H I QDGRLFG S 1 1 D I LNRGAPVALLALGMTL VI 
ATGGIDLSVGAVMAIAGATAATLT 
SAGYPFMTVLALSLAVGALCGLWNGFLVAVLQIQ 
PIVATLMLMVAGRGIAQLITEGQI 
VTFDSGGLATLGSSTLMYLPMSWIACSMLILVW 
LLTRKTALGLFIESVGINLRSARN 
AGVS TRLVL I AVYVI CGVC AAVAG 1 1 VT AD I RGA 
DANNAGLWLELDAILAWIGGASL 
MGGRFNLLLSVIGALIIQGMNTGILLSGYQPEFN 
LVLKAIWLAVLWQSPMISLSHL FQRRK" 
gene 365893 . .366885 /locus-tag="y0331" 

CDS 365893. .366885 /locus-tag="y0331" 

/f unction="putative transport" 



/note="residues 9 to 330 of 330 
are 70.18 pet identical to 
residues 1 to 318 of 323 from E. 
coli K12 : B4231" 
/ codon-start=l 
/transl-table=ll 

/product="putative ABC transporter 
permease protein" 
/protein-id="AAM83922 .1" 
/db-xref="GI: 21957014" 
/translation="MLKRNVPLLITIAVFILGYA 
FCLSQFPSFSSSRVWCDLLTDNAF 
LGIVAVGMTFVILSGGIDLSVGSVIAFTGVLLAK 
LIGTYGIHPVYAFAIVLVMGAMFG 
ALMGWIIDSLKLPAFIITLAGMFFIRGMSFIVSE 
ESLPINHPIYETLANYAWRVPGGG 
RFTLLAFIMLMWAFGILLAHHTRFGHNVYAIGG 
N S VS AGLMGVP VRRT TIKI YML S S 
TLAALSGIVFSLYTSAGYALAASGVELDAIAAW 
IGGTLLAGGIGTVFGTLFGVLIQG 
LIQSYITFDGTLSSWWTKIVIGILLFSFIVIQKA 
MSAFYLNRRSRPQSSPLTPV" 
gene complement (366872 . .3677 /locus-tag="y0332 " 

53) 

CDS complement (366872 . .3677 /locus-tag="y0332" 

53) 

/note="residues 84 to 280 of 293 
are 50.99 pet identical to 
residues 3 to 190 of 198 from E. 
coli K12 : B3762; residues 1 to 
281 of 293 are 62.32 pet identical 
to residues 1 to 272 of 278 from 
GenPept : >emb | CAD09467 . 1 | 
(AL627279) possible LysR-family 
transcriptional regulatory protein 
[Salmonella enterica subsp. 
enter ica serovar Typhi]" 
/ codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="AAM83923 .1" 
/db-xref="GI: 21957015" 
/translation="MDTELLKTFLEVSRTRHFGR 
AAESLYLTQSAVSFRIRQLENQLG 
ANLFTRHRNNIRLTPAGERLVPYAEMLLNTWRLA 
KKEVIHSLQHTELSIGATASLWEA 
YLTPWLQQLYEQQEELRLEARIALRNSLVKQLHE 
RQLDLLITTEPPKMDELACLLLGH 
FSLRLYSSFSLDLPKEDDTPNEHKNASEVPYIKL 
EWGADFHQQENRLLDSEQAPILTT 
TSAHLTRQLLETTGGCAFLPEHWQKEYPQLVIHP 
D I PP I VRPL YAVWLQN S DQQAL I R 
QLLKTPMNNATQSVTRE" 

gene 367788 .. 368210 /locus-tag="y0333 " 

CDS 367788. .368210 /locus-tag="y0333 " 

/note="residues 29 to 140 of 140 

are 83.03 pot identical to 

residues 1 to 112 of 112 from E. 

coli K12 : B3764" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 



/protein-id="AAM83924.1" 

/db-xref="GI:21957016" 

/translation="MFCFTRCQAYLILRAINSTT 

MRELGACQMADSFITTNRFFDNKH 

YPRGFSRHGDFTIKEAQLLERHGYAFNELDSGKR 

EPVTEEEQRFVAVCRGEREPVSAE 

EKVWSKYVIRTRQPKRFHTLSGGKPQMDAVEDYT 

DSDD" 

gene complement ( 368 467 .. 3700 /locus-tag="y0334" 

11) 

CDS complement (368467. .3700 /locus-tag="y0334" 

11) 

/function="putative regulator" 
/note="residues 1 to 513 of 514 
are 62.76 pet identical to 
residues 4 to 515 of 516 from E. 
coli K12 : B3765" 
/codon-start=l 
/transl-table=ll 
/product="putative 2-component 
regulator" 

/protein-id="AAM83925.1" 

/db-xref="GI: 21957017" 

/translation="MTAKESIMSLATIHTRATLG 

I QAPPVAVEVH ISNGLPGLI LVGL 

PETTVKEARDRVRSALINSGFNFPAKRITVSLAP 

ADLPKEGGRYDLPIALAILAASEQ 

I P ADKL AH YEF LGE L AL S GALRRVS G A I P AAL T C 

SEANRQL I LPT ANGLE I GL I PQGN 

SWVADHLLAVCGFLQGENPLAQGQPFEPAPSPDN 

HLDLHDIIGQSQAKRALEIAAAGG 

HNLLLLGPPGTGKTMLATRLTGLLPPLTDQEALE 

AAAITGLLHSNALPTQWRCRAFRA 

PHHSASMAALIGGGSIPRPGEISLAHNGVLFLDE 

LPEFERRVLDSLREPLESGEII I S 

RAAAKICFPAKVQLIAAMNPSPSGHYQGVHNRTP 

PQQILRYLAKLSGPFLDRFDLSIE 

VPLLPAGMLGAQKNQGESSATVKQRVLQARQRQM 

DRAGKINTQLTSQEVAEFCYLAPE 

DAAFLEQVLLTLGLSVRAWHHILKVARTIADLAQ 

EKTIQKSHLSEALSYRCMDRLLLQ LHKSLM" 

gene 370374. .370472 /gene="ilvL" 

/locus-tag="y0335" 

CDS 370374. .370472 /gene="ilvL" 

/locus-tag="y0335" 
/function=" leader ; amino acid 
biosynthesis: Isoleucine, Valine" 
/note="residues 1 to 32 of 32 are 
81.25 pet identical to residues 1 
to 32 of 32 from E. coli K12 : 
B3766" 

/ codon-start=l 
/transl-table=ll 
/product="ilvGEDA operon leader 
peptide" 

/protein-id="AAM83926 .1" 
/db-xref="GI: 21957018" 
/translation="MKAILQVINLVLISVWIII 
PPCGAALGRRKA" 

gene 370613 .. 372259 /gene="ilvG" 

/locus-tag="y0336" 
CDS 370613. .372259 /gene="ilvG" 



gene 372461 . .373462 

CDS 372461. .373462 



/locus-tag="y0336" 
/function="enzyme; amino acid 
biosynthesis" 

/note="residues 1 to 548 of 548 
are 79.92 pet identical to 
residues 1 to 548 of 548 from 
GenPept : 

>gb|AAG58963.1 IAE005608-4 
(AE005608) acetohydroxy acid 
synthase II [Escherichia coli 
0157:H7 EDL933] " 
/ codon-start=l 
/transl-table=ll 
/product="acetohydroxy acid 
synthase II" 

/protein-id="AAM83927. 1" 

/db-xref="GI: 21957019" 

/translation=" MNGAQWWQALRAQG VD T VF 

GYPGGAIMPVYDALYDGGVEHLLC 

RHEQGAAI AAI GYARATGKVGVC I AT SGPGATNL 

ITGLADALLDSVPVIAITGQVGSA 

LIGTDAFQEIDVLGLSLACTKHSFLVESLDALPE 

IMAEAFAIATSGRPGPVLIDIPKD 

IQLAVGELTPHLKPVEEHSVDSAAELQHAWDMLA 

NAQKPMLYVGGGVGMAQAVPALRD 

FIAMTGIPAVATLKGLGAPDIAHPCYLGMLGMHG 

TKAANFAVQDCDLLVAVGARFDDR 

VTGKLNTFASKAKVIHMDIDPAELGKLRQVHVAL 

QGNLNVLLPALQQPLNIQSWRDEV 

MALKQQHHWRYDHPGQAIYAPLLLKQISERKAPE 

T WT T DVGQHQMWT AQHMNF TRPE 

NF I T S SGLGTMGFGVPAAVGAQMARPDDMVI C VS 

GDGSFMMNVQELGTIKRKQLPLKI 

VLLDNQRLGMVRQWQQLFFDGRYSETNLSDNPDF 

ITLASAFDIPGQRITRKDQVDAAL 

DALFNSEGPYLLQVSIDELENVWPLVPPGAGNET 

MLEKIS" 

/gene="ilvE " 

/locus-tag="y033 7" 

/gene="ilvE " 

/locus-tag="y033 7" 

/function=" enzyme; amino acid 

biosynthesis: Isoleucine, Valine" 

/note="residues 27 to 332 of 333 

are 91.17 pet identical to 

residues 3 to 308 of 309 from E. 

coli K12 : B3770; residues 27 to 

332 of 333 are 91.50 pet identical 

to residues 3 to 308 of 309 from 

GenPept : 

>gb|AAG58965.1 IAE005608-6 

(AE005608) branehed-chain 
amino-acid aminotransferase 

[Escherichia coli 0157:H7 EDL933]" 
/ codon-start=l 
/transl-table=ll 
/product="branched-chain 
amino-acid aminotransferase" 
/protein-id="AAM83928 . 1" 
/db-xref="GI: 21957021" 
/translation="MSPVSRSYNLIHYRYAPDAP 
EGKKRMTKKADYIWFNGEMVPWAE 



AKVHVMSHALHYGTSVFEGVRCYESHKGPWFRH 

REHMQRLHDSAKIYRMPVSQSVDE 

LMEACRATLRKNNLT S AY I RPLVF I GDVGMGVNP 

PEGYNTDVI lAAFPWGAYLGAEAL 

EQG I DAMVS S WNRVAPNT I PT AAKAGGNYL S S LL 

VGSEARRHGYQEGIALDVHGYLSE 

GAGENLFEVKDGILFTPPFTSSALPGITRDAIIK 

LAKDMGLEVREQVL SRE S L YLADE 

VFMS GT AAE I T P VRS VDG I QVG I GKRGP VT AK I Q 

QAFFGLFTGETEDKWGWLDQVNP " 

gene 373725 . .375623 /gene="ilvD" 

/locus-tag="y0338" 

CDS 373725. .375623 /gene="ilvD" 

/locus-tag="y0338" 
/function="enzyme; amino acid 
biosynthesis: Isoleucine, Valine" 
/note="residues 37 to 632 of 632 
are 86.04 pet identical to 
residues 4 to 605 of 605 from E. 
coli K12 : B3771" 
/codon-start=l 
/transl-table=ll 
/product="dihydroxyacid 
dehydratase" 

/protein-id="AAM83929 .1" 

/db-xref="GI : 219b7022" 

/translation="MRQTLICKIKTRSEETMPKY 

RSHTTTHGRNMAGARALWRATGMT 

DDDFGKPIIAWNSFTQFVPGHVHLRDLGKLVAE 

QIVASGGVAKEFNTIAVDDGIAMG 

HGGMLYSLPSRELIADSVEYMVNAHCADAMVC I S 

NCDKI TPGMLMAS LRLN I PVI FVS 

GGPMEAGKTKL S DKI I KLDL I DAMI QGANPNVS D 

EESAQIERSACPTCGSCSGMFTAN 

SMNCLNEALGLALPGNGSLLATHADRKQLFLDAG 

KHIVALTKRYYEQDDVSALPRNIA 

NPCAAFENAMILDIAMGGSTNTVLHLLAAAQEGEI 

DFSMTDIDHLSRKVPHLCKVAPST 

QKYHME DVHRAGGVI G I LGE L DRAGL LNRDVS NV 

LGLNLTQTLEAYDVMLTQDEGVKQ 

MYAAGPAGIRTTKAFSQDCRYPSLDTDREEGCIR 

TREHAYSQDGGLAVLYGNIAADGC 

IVKTAGVDKDSLTFRGPAKVFESQDEAVEAILGG 

KWAGDVWIRYEGPKGGPGMQEM 

LYPTTYLKSMGLGKSCALLTDGRFSGGTSGLSIG 

HVSPEAASGGLIGLVQDGDFINID 

IPNRGIVLDVSEAELAARRETEEAHGDAAWSPKG 

RERQVSYALRAYAMLATSADKGAV RDKSKLGG" 

gene 375629 .. 377173 /gene="ilvA" 

/locus-tag="y0339" 

CDS 375629. .377173 /gene="ilvA" 

/locus-tag="y0339" 
/function="enzyme; amino acid 
biosynthesis: Isoleucine, Valine" 
/note="residues 1 to 514 of 514 
are 84.63 pet identical to 
residues 1 to 514 of 514 from E. 
coli K12 : B3772; residues 1 to 
514 of 514 are 85.01 pet identical 
to residues 1 to 514 of 514 from 
GenPept : >dbj | BAB38129 . 1 | 
(AP002566) threonine deaminase 



[Escherichia coli 0157 :H7]" 
/codon-start=l 
/transl-table=ll 
/product="threonine deaminase 
(dehydratase) " 
/protein-id="AAM83930 . 1" 
/db-xref="GI :21957023" 
/translation="MAVSQPLSAAPCGAEYLRAI 
L RAP V Y E VAQ V T P L Q VME K I S S RV 
GNTVLVKREDRQPVHSFKLRGAYAMISSLTEEQK 
ACGWTASAGNHAQGVALSAHKMG 
I KAL I VMPVAT AD I KVDAVRAFGGEVLLFGANFD 
EAKTKAIALAQEQGYTFVPPFDHP 
AVIAGQGTLAMELLQQDAHLDRVFVPVGGGGLVA 
GVAVL I KQLMPQ I KVI GVE AED S A 
CLRAALDAGQPVDLARVGLFAEGVAVKRIGDEPF 
RLCQEYLDDVI TVDS DAI CAAVKD 
LFEDVRAI AEP SGALALAGLKKYVQQHN I QGE RL 
AHVLSGANVNFHGLRYVSERCELG 
EQREALLAVTIPEQKGSFLRFCELLGGRSVTEFN 
YRYADAENAC I FVGVRLTRGYAER 
VEILAELQDKGYQWDLSDDEMAKLHVRYMVGGR 
PSKPLRERLFSFEFPESPGALLKF 
LHTLGTHWNISLFHYRSHGTDFGRVLAAFELSAT 
EPQFEERLAALGYYCHDETDNPAF KFFLAG" 
gene complement ( 377304 .. 3777 /locus-tag="y0340" 

89) 

CDS complement (377304. .3777 /locus-tag="y0340" 

89) 

/note="residues 7 to 161 of 161 
are 33.72 pet identical to 
residues 6 to 167 of 176 from 
GenPept : >emb | CAD02952 . 1 | 
(AL627277) putative exported 
protein [Salmonella enterica 
subsp. enterica serovar Typhi]" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83931 . 1" 
/db-xref="GI: 21957024" 
/translation="MRLPGAVMKAKSKKIICALL 
LLGS I LLGYFF WLSRHPVE I I S VH 
QRNNYSDILVRNFPFTEKGKINWWLENRDMLKAK 
YSIPKPASDGFYTIIFWDFGDGYK 
EEGKYDRLCFSDMNTTKNCIEKEKYMTIYKIKND 
EPLFSFDGNRYFLNENNKIVKMKR E" 
gene complement (377848 . .3783 /locus-tag="y0341" 

30) 

CDS complement (377848. .3783 /locus-tag="y0341" 

30) 

/note="residues 7 to 153 of 160 
are 37.01 pet identical to 
residues 6 to 152 of 176 from 
GenPept : >emb | CAD02952 . 1 | 
(AL627277) putative exported 
protein [Salmonella enterica 
subsp. enterica serovar Typhi]" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83932 .1" 



/db-xref="GI: 21957025" 

/translation="MRLPGAVMKAKSKKIICALL 

LLGSILLGYFFWLSLRPVEIVAIH 

KDGNFSAVLVRDFPVTDKGKINWWLENKSRLKDK 

YNIPNPAPDGFFSITIWDFGDGYK 

EEGKYDRRCFEDMKTSKNCIDKNSLMIIRNSQYN 

VMSFTLDSGIYQLKNGEIVKMKRE " 

complement (378389 . .3788 /locus-tag="y0342" 

50) 

complement (378389. .3788 /locus-tag="y0342" 
50) 

/note="residues 5 to 146 of 153 
are 39.35 pet identical to 
residues 8 to 152 of 176 from 
GenPept : >emb | CAD02952 . 1 | 
(AL627277) putative exported 
protein [Salmonella enterica 
subsp. enterica serovar Typhi] " 
/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83933 .1" 
/db-xref="GI: 21957026" 
/translation="MKAKSKKTLYALLLIGSVLL 
GYFFWLSLRPVEIVAVHKDRNFSA 
VLVRDFPVTDKGKINWWLENKSRLKDKYNIPNPA 
PDGFFS ITI WDFGDGYKEEGKYDR 
RCFEDMKTSKNCIDKNSLMIIRNSQYNVMSFTLD 
SGIYQLKNGEIVKMKHE" 

complement (378834. .3797 /locus-tag="y0343" 

89) 

/note="disrupted by frameshift" 
/pseudo 

complement (380665. .3815 /gene="ilvY" 
49) 

/locus-tag="y0344" 
complement (380665. .3815 /gene="ilvY" 
49) 

/locus-tag="y0344" 
/function="regulator; amino acid 
biosynthesis: Isoleucine, Valine" 
/note="residues 2 to 294 of 294 
are 73.72 pot identical to 
residues 1 to 293 of 297 from E. 
coli K12 : B3773; residues 2 to 
294 of 294 are 74.06 pet identical 
to residues 1 to 293 of 297 from 
GenPept : 

>gb|AAG58968.1 IAE005608-9 

(AE005608) positive regulator for 

ilvC [Escherichia coli 0157 :H7 

EDL933] " 

/ codon-start=l 

/transl-table=ll 

/product="positive regulator for 
ilvC" 

/protein-id="AAM83934 . 1" 

/db-xref="GI: 2195702 7" 

/translation="MMDLRDLKVFLHLAESRHFG 

RSAKAMHVSPSTLSRQIQRLEETI 

GQPLFLRDNRTVQLTDAGNQLKAFAQQTLLQYQQ 

LLHALGQHGPSLSGELRLFCSVTA 



AYSHLPPILDRFRARHPLVEIKLTTGDAADAVNK 

VQSNEADLGIAGRPEVLPTSVAFT 

QIGEIPLVLIAPALPCAVRSQVAVEKPDWAMIPF 

I LPEHGP SRKR I DLWFRRQRI TNP 

LIYATVSGHEAIVSMVALGCGVALIPSVWDNSP 

EPVRNRISLLDDVSLVEPFELGVC 

VPKKRLQEPL I DAFWGLL " 

gene 381832 .. 383310 /gene="ilvC" 

/locus-tag="y03 45" 

CDS 381832. .383310 /gene="ilvC" 

/locus-tag="y0345" 
/f unction="enzyme; amino acid 
biosynthesis: Isoleucine, Valine" 
/note="residues 1 to 492 of 492 
are 92.07 pet identical to 
residues 1 to 491 of 491 from E. 
coli K12 : B3774; residues 1 to 
492 of 492 are 92.27 pet identical 
to residues 1 to 491 of 491 from 
GenPept : >emb | CAD09408 . 1 | 
(AL627279) ketol-acid 
reductoisomerase [Salmonella 
enterica subsp. enterica serovar 
Typhi]" 

/codon-start=l 

/transl-table=ll 

/product=" ketol-acid 

reductoisomerase" 

/protein-id="AAM83935.1" 

/db-xref="GI: 21957028" 

/translation="MANYFNTLNLRQQLAQLGKC 

RFMARDEFADEAGYLKGKKWIVG 

CGAQGLNQGLNMRDSGLDVAYALRKEAIAEKRAS 

WRKATENGFKVGTYEELIPQADLV 

VNLTPDKQHSAWKAVQPLMKEGAALGYSHGFNI 

VE VGEQVRKD I T WMVAP KG P G T E 

VREEYKRGFGVPTLIAVHPENDPKGEGMAIAKAW 

AAATGGHRAGVLEFSFVAEVKSDL 

MGEQTILCGMLQAGSLLCFDKLVSEGTDAAYAEK 

L I QFGWET I TE ALKQGG I TLMMDR 

LSNPAKLRAYALSEQLKEIMAPLFQKHMDDII SG 

AFSSGMMADWANDDVKLLNWREET 

GRTAFENAPQFEGKISEQEYFDHGVLMIAMVKAG 

VELAFETMVDSGIIEESAYYESLH 

ELPLIANTIARKRLYEMNWISDTAEYGNYLFAN 

AAVPLLKEKFMDSLQAGDLGKSIP 

GSAVDNAQLRDVNEAIRNHPIEAVGHKLRGYMTD 

MKRIAVAG" 

gene 383491 .. 383691 /locus-tag="y0346" 

CDS 383491. .383691 /locus-tag="y0346" 

/note="residues 15 to 60 of 66 are 
34.78 pet identical to residues 
525 to 567 of 612 from GenPept : 
>gb|AAL32622 . 1 I (AY062544) 
Phospholipase like protein 
[Arabidopsis thaliana] " 
/ codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83936 .1" 
/db-xref="GI: 21957030" 
/translation="MLYYEPEFLGSLRQEAYNTY 



E I AKTEREVAERNRVQKKPFGLF I 
EEMTLQKTLTDSQVAETAAHI I " 

383887. .385329 /locus-tag="y0347" 

383887. .385329 /locus-tag="y0347" 

/note="residues 340 to 454 of 480 
are 44,16 pet identical to 
residues 257 to 376 of 386 from 
GenPept : >emb | CAD16923 . 1 | 
(AL646075) probable transmembrane 
protein [Ralstonia solanacearum] " 
/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83937.1" 
/db-xref="GI: 21957031" 
/translation="MGLLMQQQRVNADLETAKIT 
EPQRVENARLTAEAAEKAARDRRI 
SEEIAATEAKRQRMENERLAEQERQRVEGTKQQV 
S E AS C AQQAS AWQNRF T LP ALQP S 
G S AQ Y S F AAS GMS AVGE AAE LHN S F L AAQEQL S A 
lATISASGSVAAMIALGIYQTKVG 
ESSERPPGWNVSPKFVGSISLSAMGLPATESLAS 
QGEMALPVRMRIIDAKDWIGCTEI 
YAVKTGVAGVLPKVKVGAAQYDESTGVYTFTTDS 
TPPRTLIFTPAQPPGAETRPILAP 
PGSTPATLQHTGEMIIKPVITPTILPLPQLYARD 
FHDYI IWFPADSGLEPVYVYLNSP 
YGKTTAKGKYSGRDFNPDKAGGP I KNLDWKE I KI 
RGEGVDEVKLHTRRFGELEDNKLM 
lERLEKILTNKLTATDIDKRFYTHEIRELERYRM 
LGIPDDVNDKSVWNDAHTATLEDF 
KINEKTQPLYTSEAEDAYIKAELKNSLGSK" 

complement (386990. .3878 /locus-tag="y0348" 

08) 

complement (386990. .3878 /locus-tag="y0348" 
08) 

/f unction="putative factor; 
folding and ushering proteins: 
Chaperones" 

/note="pili assembly; residues 42 

to 262 of 272 are 46.46 pet 

identical to residues 7 to 227 of 

237 from GenPept : 

>gb|AAG0552 0 . l|AE004640-9 

(AE004640) probable pili assembly 

chaperone [Pseudomonas 

aeruginosa] " 

/codon-start=l 

/transl-table=ll 

/product="putative pilus 

chaperone, PapD family" 

/protein-id="AAM83938 .1" 

/db-xref="GI : 21957032" 

/translation="MHMRKWLSVSNNIMLSRINR 

RLRGLLLLMTTCRVLTLPALTIGV 

LIMSALATSAVASVIAERTRIVFSEGSTEESLQL 

VNSNSYPVAVQVWVDDGNLMATPD 

KAVSPILVLPPVFRLQPQAQRSLRLILSGGSKLP 

ADRESAFWLNIYEIPPKATPKSGD 

ESFVTLALRMQYKVFYRPKNLPAPGDILGKALTF 

SLERNGDSALIKVNNPTPYYASFA 

ALTIGSAEGPPEMVAPFSQLDFPLNRAPISDNKT 



VNFDLIDDLGNRNSFSHELK" 
gene complement (387774. .3889 /locus-tag="y0349" 

46) 

CDS complement (387774. .3889 /locus-tag="y0349" 

46) 

/note="residues 2 to 390 of 390 
are 45.88 pet identical to 
residues 56 to 453 of 453 from 
GenPept : 

>gb|AAG05519 .l|AE004640-8 
(AE004640) hypothetical protein 
[Pseudomonas aeruginosa] " 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="AAM83939 .1" 
/db-xref="GI: 21957033" 
/translation="MGSRDDNNGSLNLPSIVDLS 
TNANFQPDGTLLASATSDFTTFAV 
NTGYALDQVLFRCDAADVDQLYEMYATNGDSTYG 
GRYE DGT I AGN VS YG YAT TVMNW 
IRFTNLATGEYYARIWKGRRLTGLDTDSSGRILV 
KAKNFSNVYTELFRIDYARSGANN 
TPSYLYGRSQPNAYIAFKGPGITGPIEGTDSYSN 
WPGWYSTWPASLGLYKYVTFRRTT 
ICAVSNFTPTVVLPRISVAELNNGNTSSADFNVD 
FQCQTGINSGVTAGTVAMGFLVPA 
ANAAKAQALGLMNGNGGVSHLVSDNYGAAGTAGG 
VGIRIYRNNSPMYLLSKNVTQTGN 
NGGWYGILQGAQETTGSVDGGNSYTETFRAELSK 
ISGQTVTAGAVNAHAQWIRVQ" 
gene complement (389158 . .3917 /gene="f imO" 

85) 

/locus-tag="y0350" 
CDS complement (389158 . .3917 /gene="fimD" 

85) 

/locus-tag="y0350" 

/f unction="membrane; cell 

envelope: outer membrane 

constituents" 

/note="f imbrial biogenesis; 
residues 31 to 874 of 875 are 
46.38 pet identical to residues 25 
to 860 of 872 from GenPept : 
>gblAAG05518 . l|AE004640-7 
(AE004640) probable f imbrial 
biogenesis usher protein 
[Pseudomonas aeruginosa] " 
/codon-start=l 
/transl-table=ll 
/product="outer membrane usher 
protein FIMD precursor" 
/protein-id="AAM83940 .1" 
/db-xref="GI :2195703 4" 
/translation="MVQARVILKKNFSGRRKALT 
LCITLILHIDTAFGQEEPQNFEFD 
ESLFLGTKYASGLTQLNKKNSITAGNYDAVDVLV 
NNKLFKRMSVQFIKDANSSEVYPC 
LSDELLTAAGVELGRENSTPPKEPHVTEANTPIT 
ETHAPTNQCLPLSTRVKGASFRFD 
QAKLRLELSIPQALLQKRPRGYIERAEWQEGEKL 



AFINYSANAYRSDTRGQQKRTSDF 
GFIGLKSGINLGLWQVRQQSNVRYASNDSGSDTQ 
WNSIRTYVQRPIPQLDSQLTLGET 
FTDSTLFGSMSFLGAKMATDQRMWPVSMRGFSPE 
VRGVASTNARVI IRQNGREIYETN 
VAPGPFVINDLFSTSSQGDLNVEVIEANGSRSTF 
TVPFSAVPDSMRPGVSRYNAVIGE 
SRDFTNIDNYFTDFTYERGLTNQLTANSGVRLAK 
DYTALLAGGVLGTPVGALGLNATY 
SHAKVENDKTQDGWRMQATYSQTFNQTGTTFSLA 
GYRYSTKGYRDLNDVFGVRSMQKN 
GGTWDSSTYKQRSQFTTTINQDLGNWGQLYASAS 
TSDYYNDTARDTQLQLGYSNSYQQ 
ISYNLAVSRQRSVYTSTLYNWDSPDTDETATTTR 
YGNTENIATFTVSIPLNIGSNNQY 
LSMSASRNPKSGNNYQTSLSGTAGERNSFNYALN 
AGYDDSNFGSSSNNWGANVQKQFP 
NATVNGSYSRGNNYTQYGAGARGAAVIHRQGVTL 
GPYLGETFGLIEANGAQGARIDSN 
GFALVPALTPYNYNTIGLDTKGINRNTELKENQG 
RWPYAGAAVKVKFETLTGYAVL I 
QAEGEGLPLGADVYNSKDELVGMVGQGNQIYARI 
ADNKGTLDVRWGESSGDQCQLPYA 
FNRQDTEQDIIHITASCRR" 
gene complement (391813 . .3925 /locus-tag="y0351 " 

68) 

CDS complement (391813. .3925 /locus-tag="y0351 " 

68) 

/function="putative factor; 
folding and ushering proteins: 
Chaperones" 

/note="pilus assembly; residues 24 
to 242 of 251 are 43.69 pet 
identical to residues 16 to 237 of 
248 from GenPept : 
>gb|AAG05517.1 IAE004640-6 
(AE004640) probable pili assembly 
chaperone [Pseudomonas 
aeruginosa] " 
/codon-start=l 
/transl-table=ll 
/product=" chaperone" 
/protein-id="AAM83941 .1" 
/db-xref="GI : 2 1957035" 
/translation="MTSEGTLIMLSIYARHYHYL 
FVTLLVAMSLSFANASWMTGSRI 
lYPAAASEHSIQLTNNDNFPNAVQVWLDSGDEKS 
TPETGKAPFIVTPPFFRIEANSGQ 
TLRLKYTGSGLPTDRESVFYLNFLQIPPVNKVEK 
DNKMLVLLRNR I KVF YRPE S 1 1 GR 
VDQVSTALTFSLRKQGTNLVLTGKNPTGFYATIA 
SGEIVSGSIKLKVKSNMIAPMSQV 
EWVIPNASVSSSATINFLIMNDFGGQDAGSYRI" 
gene complement (392608 . .3931 /locus-tag="y0352 " 

38) 

CDS complement (392608. .3931 /locus-tag="y0352 " 

38) 

/f unction=" structural component ; 
cell exterior constituents: 
surface structures" 
/note="f imbrial biogenesis; 
residues 1 to 175 of 176 are 49.15 



pet identical to residues 3 to 177 
of 178 from GenPept : 
>gb|AAL1929 4.1 I (AE008710) 
putative fimbriae; major subunit 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/product="f imbrial protein 
(precursor) " 

/protein-id="AAM83942 .1" 
/db-xref="GI: 2 1957036" 
/translation="MKKITLAIALFSASTTVAMS 
ASNNT I TFQGE VTAQTC S VTVNGL 
EANPWLLPTVSSSDLDASGQTKGKTTFTLGVSG 
CTSGSDDLDIKTVFIGSLVTATGN 
LQNTGTAGNVELQLLKDATTTTGIDLNSGLAQDG 
IVLLAGDTSAEHDFAVQYYATGQS 
TPGSVI ASVQYAVS YL " 
repeat-region complement (393913 . .3952 /note="insertion element" 
27) 

/insertion-seq="IS285" 
gene complement (393948 . .3951 /locus-tag="y0353 " 

56) 

CDS complement (393948. .3951 /locus-tag="y0353 " 

56) 

/f unction=" IS and transposon 
related functions" 
/note="residues 1 to 402 of 402 
are 100.00 pet identical to 
residues 1 to 402 of 402 from 
GenPept : >gb | AAC1322 7 . 1 | 
(AF053947) transposase [Yersinia 
pestis] " 
/codon-start=l 
/transl-table=ll 
/product=" putative transposase" 
/protein-id="AAM83943 .1" 
/db-xref="GI: 21957038" 
/translation="MDEKKLKALAAELAKGLKTE 
ADLNAF S RML T KL T VE T ALNAE L T 
EHLGHEKNTPKSGSNTRNGYSSKTLLCDDGEIEL 
NTPRDRENTFEPQLIKKNQTRITQ 
MDSQILSLYAKGMTTREIVATFKEMYDADVSPTL 
I SKVTDAVKEQVAEWQNRQLDAL Y 
PIVYMDCIWKVRQNGSVINKAVFLALGINTEGQ 
KELLGMWLAENEGAKFWLSVLTEL 
KNRGLQDILIACVDGLKGFPDAINSVYPQTHIQL 
CIIHMVRNSLKYVSWKDYKAVTSG 
LKMVYQAPTEEAALMALDKFAEAWDDKYPQISKS 
WRTHWENLNTFFGYPPDIRKAIYT 
TNAIESVNSVIRAAIKKRKVFPTDDSVRKWYLA 
IKDASKKWSMPIQNWRLAMSRFII 
EFGDRLSDHL" 

gene complement (395253 . .3960 /locus-tag="y0354" 

44) 

CDS complement (395253. .3960 /locus-tag="y0354" 

44) 

/function="enzyme; global 
regulatory functions" 
/note="residues 8 to 258 of 263 
are 39.45 pet identical to 
residues 3 to 256 of 288 from 



GenPept : >gb | AAC27745 . 1 | 

(AF061240) glutamine 

cyclotransf erase precursor [Carica 

papaya] " 

/codon-start=l 

/transl-table=ll 

/product=" glut amine 

cyclotransf erase" 

/protein-id="AAM83944.1" 

/db-xref="GI: 2 1957039" 

/translation="MEILNIPRRCFTFLLIIITY 

SFPLSFADSKPLKYTFEVIRKIPH 

DETSFTQGLVIDDGKLYETTGLYKNSKIRELDLT 

NGKVIRSVNLPDNIFGEGITKLGD 

SFYVLTWKEKKAFVINPNDLKIIKTFNYEGEGWG 

LTTDGINLIMGDGSDTLYFRNPAD 

FSIIKKISVTFDGRRIEKINELEWIDGMIYANVW 

YSDAILVIEPENGRWKWIELSGL 

QFMLDSVNRNTNTLNGIAYDKSKNKIYLTGKNWS 

NIFEVKFLTSK" 

gene complement (396283 . .3965 /gene="ppiC" 

79) 

/locus-tag="y0355" 
CDS complement (396283. .3965 /gene="ppiC" 

79) 

/locus-tag="y0355" 
/function="enzyme; proteins - 
translation and modification" 
/note="rotamase C; residues 6 to 
98 of 98 are 67.74 pet identical 
to residues 1 to 93 of 93 from E. 
coli K12 : B3775" 
/codon-start=l 
/transl-table=ll 
/product="peptidyl-prolyl 
cis-trans isomerase C" 
/protein-id="AAM83945.1" 
/db-xref="GI: 21957040" 
/translation=" MVT VTMANKAS ALH I LVD DE 
KQANDILAQLNNGANFQELAKKFS 
NCPSKRNGGDLGEFNKGDMVPAFDKAVFSCELLQ 
PYGPVKTQFGYHIIKVLYRS " 

gene 396714 .. 398789 /gene="rep" 

/locus-tag="y0356" 

CDS 396714. .398789 /gene="rep" 

/ locus-tag="y0356 " 
/function=" enzyme; DNA - 
replication, repair, 
restrict ion /modification" 
/note="residues 19 to 686 of 691 
are 85.02 pet identical to 
residues 1 to 668 of 673 from E. 
coli K12 : B3778; residues 19 to 
686 of 691 are 85.32 pet identical 
to residues 1 to 668 of 673 from 
GenPept : 

>gb|AAG589 72 .l|AE005609-4 
(AE005609) rep helicase, a 
single-stranded DNA dependent 
ATPase [Escherichia coli 0157 :H7 
EDL933] " 
/ codon-start=l 



gene complement (398790 . .39 

54) 

CDS complement (398790. .39 

54) 



gene complement (398957 .. 40 

52) 



gene complement ( 400456 .. 40 

42) 

CDS complement (400456. .40 

42) 



/transl-table=ll 
/product="rep helicase, a 
single-stranded DNA dependent 
ATPase" 

/protein-id="AAM839 46 .1" 
/db-xref="GI:219570 41" 
/translation="MAFWYNSLPRKPIEQPSVMR 
LNPSQQEAVEFVTGPCLVLAGAGS 
GKTRVITNKIAHLIRQCGYQPKHIAAVTFTNKAA 
REMKERVAQTLGRKEARGLMIATF 
HTLGLEIIKKEYVALGMKSNFSLFDAQDQMGLLK 
DLTHKWLEDDKTLLQQLVSAI SNW 
KNDLLDPAAAAATARSERDKLFVHCYGLYDAHLK 
ACNVLDFDDLISLPTLLLQKNLEV 
RERWQNRLRYLLVDEYQDTNTSQYQMVKLLVGNR 
ARFTWGDDDQSIYSWRGARPQNL 
VLLNEDFPALRVIKLEQNYRSSGRILKAANILIA 
NNPHVFEKKLFSELSYGDELKVIT 
ANNEDHEAERWGELIAHHFVKKTQYSDYAILYR 
GNHQSRLFEKLLMQNRIPYRISGG 
DSFFSRPEIKDLLAYLRVLTNQDDDSAFLRIVNT 
PKREIGAATVQKLGEWANLRNKSL 
FRASFDLGLGEHLKGRGLESLQRFTHWMDGIIRL 
VEREPVAAVRDLIHGIDYESWLFE 
TAPSPKAAEMRMKNVNLLFSWMTEMLEGSELDEP 
MTLTQWTRFTLRDMMERGESDEE 
LDQVQLMTLHASKGLEFPYVFLVGMEEGLLPHQS 
S I DEDNVDEERRLAYVG I TRAQRE 
LFFTLCKERRQYGELIRPEPSRFLMELPQDDLNW 
ENERKAVSPEERMQKGQSHLANLR 
AQLANAKKP" 
89 /locus-tag="y0357" 

89 /locus-tag="y0357" 

/note="residues 7 to 46 of 54 are 
40.00 pot identical to residues 
1819 to 1858 of 2565 from GenPept 
: >gb|AAL1262 0.1 I (AY051318) 
Vitellin [Penaeus semisulcatus] " 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM83947 . 1" 
/db-xref="GI: 21957042" 
/translation="MLVGITHSISATLKTSRLMV 
NQSRLNAWLTGNRLPVI IFTTVTA 
AFRVNYGFSY" 
04 /locus-tag="y0358" 

/note="gppA; disrupted by 
f rameshif t" 
/pseudo 
17 /gene="rhlB" 

/locus-tag="y0359" 
17 /gene="rhlB" 

/locus-tag="y0359" 
/note="residues 1 to 428 of 428 
are 88.78 pet identical to 
residues 1 to 421 of 421 from E. 



coli K12 : B3780" 

/codon-start=l 

/transl-table=ll 

/product= "putative ATP-dependent 

RNA helicase" 

/protein-id="AAM83948 .1" 

/db-xref="GI:219570 43" 

/translation="MSKTHLTEQKFSDFALHPLV 

VEALENKGFQYCTPIQALALPLTL 

SGRDVAGQAQTGTGKTLAFLASTFHYLLSHPAEE 

GRQTNQPRALIMAPTRELAVQIHS 

DAESLSQVTGLKLGLAYGGDGYDKQLKVLESGVD 

ILIGTTGRLIDYAKQNYINLGAIQ 

VWLDEADRMYDLGF I KD I RWLFRRMP S VDKRLN 

MLFSATLSYRVRELAFEQMNNAEY 

VEVEPLQKTGHRIKEELFYPSNEEKMRLLQTLIE 

EEWPDRCIIFANTKHRCEEIWGHL 

AADGHRVGLLTGDVAQKKRLRILEDFTKGDLDIL 

VATDVAARGLHIPLVTHVFNYDLP 

DDCEDYVHRIGRTGRAGESGHSISLACEEYALNL 

PAIETYTGHSIPVSKYNSDALLTD 

LPAPKRLARTRTGNGPRRNSAPRRSGAPRNNRKR 

PG" 

gene 401861 .. 402187 /gene="trxA" 

/locus-tag="y0360" 

CDS 401861. .402187 /gene="trxA" 

/locus-tag="y036 0" 

/function="enzyme; biosynthesis of 
cof actors, carriers: Thioredoxin, 
glutaredoxin, glutathione" 
/note="residues 1 to 108 of 108 
are 87.03 pet identical to 
residues 19 to 126 of 127 from E. 
coli K12 : B3V81; residues 1 to 
108 of 108 are 8 /. 03 pet identical 
to residues 1 to 108 of 109 from 
GenPept : >gb | AAC402 1 0 . 1 | 
(AF044308) Escherichia coli 
thioredoxin [Cloning vector 
pBIOTRX-BirA] " 
/ codon-start=l 
/transl-table=ll 
/product="thioredoxin 1" 
/protein-id="AAM83949 .1" 
/db-xref="GI :219570 44" 
/translation="MSDKIIHLSDDSFDTDVLKA 
SGLVLVDFWAE WCGPCKMI AP I LD 
E I AEE YEGRLT I AKLN I DDNQGTAPKYG I RG I P T 
LLLFRDGEWATKVGALSKGQLKA FLDANL" 

gene 402667 .. 403926 /gene="rho" 

/locus-tag="y0361" 

CDS 402667. .403926 /gene="rho" 

/ locus-tag="y0361 " 

/function="factor; RNA synthesis, 
modification, DNA transcription" 
/note="residues 1 to 419 of 419 
are 95.22 pet identical to 
residues 1 to 419 of 419 from E. 
coli K12 : B3783" 
/ codon-start=l 
/transl-table=ll 
/product=" transcript ion 



gene 404461 .. 405558 

CDS 404461. .405558 



termination factor Rho; polarity 
suppressor" 

/protein-id="AAM83950 .1" 

/db-xref="GI: 21957045" 

/translation="MNLTELKNTPVSDLITLGEN 

MGLENLARMRKQDIIFSILKQHAK 

SGEDIFGDGVLEILQDGFGFLRSADSSYLAGPDD 

lYVSPSQIRRFNLRTGDTVAGKIR 

PPKEGERYFALLKVNEVNYDKPENARNKILFENL 

TPLHANSRLRMERGNGSTEDLTAR 

VLDLASPIGRGQRGLIVAPPKAGKTMLLQNIATS 

I AYNHPDCVLMVLL I DERPEEVTE 

MQRLVKGEVIASTFDEPASRHVQVAEMVIEKAKR 

LVEHKKDVIILLDSITRLARAYNT 

WPASGKVLTGGVDANALHRPKRFFGAARNVEEG 

GSLTIIATALVDTGSKMDEVIYEE 

FKGTGNMELHLSRKIAEKRVFPAIDFNRSGTRKE 

ELLTTTDELQKMWILRRILHPMGE 

IDAMEFLI SKLATAKTNDQFFDNMRRS " 

/gene="rf e" 

/locus-tag="y0362" 

/gene="rf e" 

/locus-tag="y0362" 

/function="enzyme; central 

intermediary metabolism: 

Sugar-nucleotide biosynthesis, 

conversions" 

/note="synthesis of 

enterobacterial common antigen 

(ECA) ; residues 1 to 357 of 365 

are 80.95 pet identical to 

residues 1 to 357 of 367 from E. 

coli K12 : B3784; residues 1 to 

357 of 365 are 81.23 pet identical 

to residues 1 to 357 of 367 from 

GenPept : 

>gb|AAG58979.1 IAE005610-3 
(AE005610) 

UDP-GlcNAc : undecaprenylphosphate 
GlcNAc-l-phosphate transferase; 
synthesis of enterobacterial 
common antigen (ECA) [Escherichia 
coli 0157:H7 EDL933] " 
/ codon-start=l 
/transl-table=ll 

/product="UDP-GlcNAc :undecaprenylp 
hosphate GlcNAc-l-phosphate 
transferase" 

/protein-id="AAM83951 .1" 

/db-xref="GI: 21957047" 

/translation="MNLLTMSTELIYIFLFSMAF 

LFVARKVAIKIGLVDKPNYRKRHQ 

GLIPLVGGISVFAGVCFAFLITNQQIPHFRLYLA 

CAGLLVFVGALDDRFDISVKIRAF 

VQALVGIAMMAVAGLYLRSLGHAFGPWEMVLGPF 

GYWTLFAVWAAINAFNMVDGIDG 

LLGGLSCVSFGAMGILLYQSGQMSLALWCFAMIA 

TIIPYILLNLGLLGRRYKVFMGDA 

GSTLIGFTAIWILLQATQGNAHPINPVTALWIIA 

IPLMDMIAIMYRRLRKGMSPFSPD 

RQH I HHL I MRAGF T S RQAF VL I T L AAAL LAMI GV 

IGERLTFIPEWVMLALFLLAFLLY 



gene 
CDS 



405576. .406655 
405576. .406655 



gene 
CDS 



406882. .408066 
406882. .408066 



GYC I KRAWRVARF I KRFKRRMRRAS KNKHE S " 

/gene="wzzE" 

/locus-tag="y0363" 

/gene="wzzE" 

/locus-tag="y0363" 

/f unction="putative transport" 

/note="residues 22 to 357 of 359 

are 68.15 pet identical to 

residues 15 to 349 of 349 from E. 

coli K12 : B3785" 

/codon-start=l 

/transl-table=ll 

/product="putative transport 

protein" 

/protein-id="AAM83952 .1" 

/db-xref="GI :219570 48" 

/translation="MMKPESMSTDKTGSTNNEPS 

VDNELDIRGLCRTLWRGKVWI IGM 

AIIFAAIALGVSYLVKQQWSATAITDKPTVNNLG 

GYYSQQQFLRNLDIRLNSGLVSEQ 

PGISDEAYGEFITQLAAYDTRRDFWLQSDYYKQR 

LEGDAKADAALLDELVNNIVFTAR 

DDKKIPNDSIKLTAETASDANKLLRGYIDFASQR 

AS SHLNDE IQGAWAARTQSMKAQV 

KRQE AVAQAVF DRE VAAVKQALKVAGQQG I T S S Q 

TDTPAEQLADSKMFMLGKPMLEAR 

LETLLATGPSFDIDYDQNRAMLATLNVGPTLDDK 

FQTYRYLRTPEDPVTRDSPRRVFL 

L IMWGAIGALVGAGWLVRRS SKAL " 

/gene="wecB" 

/locus-tag="y036 4" 

/gene="wecB" 

/locus-tag="y036 4" 

/function=" enzyme; central 

intermediary metabolism: 

Sugar-nucleotide biosynthesis, 

conversions " 

/note="synthesis of 

enterobacterial common antigen 

(ECA); residues 15 to 394 of 394 

are 78.15 pet identical to 

residues 11 to 389 of 389 from E. 

coli K12 : B3786; residues 15 to 

394 of 394 are 78.42 pet identical 

to residues 11 to 390 of 390 from 

GenPept : 

>gb|AAG58981 . l|AE005610-5 
(AE005610) UDP-N-acetyl 
glucosamine -2-epimerase; 
synthesis of enterobacterial 
common antigen (ECA) [Escherichia 
coli 0157:H7 EDL933] " 
/codon-start=l 
/transl-table=ll 

/product=" UDP-N-acetyl glucosamine 

-2-epimerase" 

/protein-id="AAM83953 .1" 

/db-xref="GI: 21957049" 

/translation="MRPTCRHCLRLTDLKRFTVK 

VLTVFGTRPEAIKMAPLVHALAQD 

DAFE SRVCVTAQHREMLDQVLRLFE I QPDYDL D I 

MRPGQGLTEITCRILEGLKPVLEE 



FKPDVILVHGDTTTTLSASLAGFYHRIPVGHVEA 

GLRTGDLYSPWPEEANRQLTGHLA 

MYHFAPTENSRQNLLREWVPENRIFVTGNTVIDA 

LFWVRDRVMNTPDLRANLAQRYAF 

LDTNKKMILVTGHRRESFGGGFERICSALAEIAR 

KHPEVQWYPVHLNPNVSEPVNRI 

LKGIDNIILIDPQDYLPFVYLMNHAYLILTDSGG 

I QEEAP S LGKP VLVMRDTTERPEA 

VDSGTVLLVGTNINKIVDAVTRLLTDETAYHQMT 

RAHNPYGDGYACQRILKALKNHQV TL" 

gene 408063 .. 409325 /gene="wecC" 

/locus-tag="y0365" 

CDS 408063. .409325 /gene="wecC" 

/locus-tag="y0365" 
/f unction="enzyme; central 
intermediary metabolism: 
Sugar-nucleotide biosynthesis, 
conversions" 
/note="synthesis of 
enterobacterial common antigen 
(ECA) ; residues 1 to 420 of 420 
are 82.14 pet identical to 
residues 1 to 420 of 420 from E. 
coli K12 : B3787; residues 1 to 
420 of 420 are 83.57 pet identical 
to residues 1 to 420 of 420 from 
GenPept : >emb | CAD09395 . 1 | 
(AL627279) UDP-ManNAc 
dehydrogenase [Salmonella enterica 
subsp. enterica serovar Typhi]" 
/ codon-start=l 
/transl-table=ll 

/product ="UDP-N-acetYl-D-mannosami 

nuronic acid dehydrogenase" 

/protein-id="AAM83954. 1" 

/db-xref="GI : 2 1957050" 

/translation="MSFETISVIGLGYIGLPTAA 

AF AS RKKKVI G VDVNAHAVE T I NR 

GAIHIVEPDLDKWKIAVEGGYLQAVTKPQAADA 

FLIAVPTPFKGDHEPDMIFVESAA 

KSIAPVLKKGDLVILESTSPVGATEQMAQWLAEA 

RPDLSFPQQAGEAADINIAYCPER 

VLPGQVMVELIQNDRVIGGMTPKCSARASALYKI 

FLEGECWTNSRTAEMCKLTENSF 

RDVNIAFANELSLICDEQGINVWELIRLANRHPR 

VNI LQPGPGVGGHC I AVDPWF I VS 

QNPQLARLIHTARLVNDGKPLWWDRVKAAVADC 

LAASDKRASEVKIACFGLAFKPDI 

DDLRESPAVGVARLIAEWHVGETLWEPNVEQLP 

KSLMGLVTLKDTATALQQADVLVM 

LVDHKQFKAI KPED I KQQWI VDTKGVWR " 

gene 409316 .. 410389 /gene="rffG" 

/ locus - tag="y0366 " 

CDS 409316. .410389 /gene="rffG" 

/locus- tag="y0366 " 
/function="enzyme; central 
intermediary metabolism: 
Sugar-nucleotide biosynthesis, 
conversions" 

/note="residues 3 to 355 of 357 
are 82.15 pet identical to 
residues 1 to 353 of 355 from E. 



coli K12 : B3788; residues 1 to 
357 of 357 are 85.43 pet identical 
to residues 1 to 357 of 357 from 
GenPept : >gb | AAC12869 . 1 | 
(AF044332) 

dTDP-D-glucose-4, 6 -dehydratase; 
RffG [Pectobacterium carotovorum 
subsp. atrosepticum] " 
/codon-start=l 
/transl-table=ll 
/product="dTDP-glucose 
4, 6-dehydratase" 
/protein-id="AAM83955.1" 
/db-xref="GI: 21957051" 
/translation="MALRRILVTGGAGFIGSAW 
RHIIDGTSDSVVWDKLTYAGNLE 
S L SWAG S ER Y AF E Q VD I C D S S E L DRVF AQ YQPN 
WMHLAAESHVDRSIDGPAAFIET 
NWGTYTLLEAARHYWQQLSVEAKQAFRFHHIST 
DEVYGDLHGTDDLFTETTPYAPSS 
PYSASKASSDHLVRAWLRTYGLPTLVTNCSNNYG 
PYHFPEKLIPLVILNALAGKPLPV 
YGNGAQVRDWLYVEDHARALYQWTEGWGETYN 
I GGHNERKN I EWE T I GAL L DE L V 
PAKPAG I AHYRDL I T YVKDRPGHDMRYAI DAGKI 
ERELGWRPQETFESGIRKTVLWYL 
NNESWWRRVQDGSYAGERLGLSD" 



/locus-tag="y0367" 
/function="enzyme; central 
intermediary metabolism: 
Sugar-nucleotide biosynthesis, 
conversions" 

/note="residues 71 to 363 of 363 
are 86.68 pet identical to 
residues 1 to 293 of 293 from E. 
coli K12 : B3789" 
/codon-start=l 
/transl-table=ll 
/product="glucose-l-phosphate 
thymidy ly It ransf erase" 
/protein-id="AAM83956 .1" 
/db-xref="GI: 2 1957052" 
/translation="MLAAFLHLEIYSVYRWATYE 
RHQSRLIIGMASSSRLHDVLPVYS 
LCLMVSGDGMYQE I VCIRRLHVSGERMKG I I LAG 
GSGSRLHPITRGVSKQLLPIYDKP 
MIYYPLSVLMLAGIRDVLIISTPEDLPSFQRLLG 
NGDEFGINLSYAAQPSPDGLAQAF 
IIGEAFIDNEPCCLVLGDNIYFGQGFSPKLKAVA 
ARQQGATVFGYQVMDPERFGWEF 
DDNFRALSIEEKPSQPKSNWAVTGLYFYDNQWD 
FAKQVKPSARGELEITSINQMYLD 
RGELTVELLGRGFAWLDTGTHDSLIEASTFVQTV 
EKRQGFKIACLEEIAWRNGWLDDD 
GVKRAATALAKTGYGKYLLDLLHARPRQY " 



gene 



CDS 



410474. .411565 



410474. .411565 



/gene="rf f H" 
/locus-tag="y0367" 
/gene="rf fH" 



gene 



411486. .412280 



/gene="wecD" 
/locus-tag="y0368" 
/gene="wecD" 
/locus-tag="y0368" 



CDS 



411486. .412280 



/note="residues 63 to 263 of 264 

are 49.25 pet identical to 

residues 1 to 181 of 181 from E. 

coli K12 : B3790" 

/codon-start=l 

/transl-table=ll 

/'procluct = " hypothetical protein" 

/protein-id="AAM83957. 1" 

/db-xref="GI: 2 1957053" 

/translation="MRQPRWRKPVMANICWIYYM 

PVHASIEPLGWESEFFQRQSAKLI 

F S D S APP LNP AE L AAF T L VQAKVP THRL DL I DAL 

SQLDFHLVEGEIDLSLWGEKEGI 

GTENATSEPNMGAYSLRVATEADIPQLRRVAASA 

FALSRFRAPWYDAQDSGRFYALWV 

EKAVLGTFDHQCLLVLDPTDQPVGFVTLRDLQDG 

SARIGLLAVFPGAQSKGIGLRLMS 

AAKQWCQHHGLHRLRVATQMSNIAALRLYIRSGA 

SIESTAYWLCRG" 

gene 412207 .. 413412 /gene="wecE" 

/locus-tag="y0369" 

CDS 412207. .413412 /gene="wecE" 

/locus-tag="y0369" 

/function="putative regulator" 

/note="residues 26 to 400 of 401 

are 8 4.79 pet identical to 

residues 1 to 375 of 376 from E. 

coli K12 : B3791" 

/codon-start=l 

/transl-table=ll 

/product="putative regulator" 

/protein-id="AAM83958 .1" 

/db-xref="GI: 21957054" 

/translation="MLLYVSIFVWPPLRVPRIG 

YAGDEMIPFNTPPIVGTELGYMQA 

AMSSGKLCGDGGFTRRCQQWMEKRFNCPKVLLTP 

SCTASLEMAALLLDIKPGDEVIMP 

S F T F VS T AN AF VL RG AKMVF VD IRPDTMNIDETK 

lEAAITDKTRVIVPVHYAGVACEM 

DTIMALAKKHNLFWEDAAQGVMSTYKGKALGTI 

GHIGCFSFHETKNYTAGGEGGATL 

INDPSLIDRAEIIREKGTNRSQFFRGQVDKYTWR 

DIGSSYLMSDLQAAYLWGQLEAAE 

QINERRLALWHGYYNAFKPLADAGRIDLPVIPGN 

WQNAHMFYIKLRDIEERSAFISY 

LKEADIMAVFHYIPLHACPAGEAFGRMAGEDRFT 

SKESERLVRLPIFYNLTDVNQSTV 

INTVLSFFV" 

gene 413414 .. 414670 /gene="wzxE" 

/locus-tag="y0370" 
CDS 413414. .414670 /gene="wzxE" 

/locus-tag="y0370" 
/f unction="putative carrier" 
/note="residues 1 to 416 of 418 
are 75.00 pet identical to 
residues 1 to 416 of 416 from E. 
coli K12 : B3792; residues 1 to 
416 of 418 are 75.00 pet identical 
to residues 1 to 416 of 416 from 
GenPept : >emb | CAD09390 . 1 I 
(AL627279) putative 
lipopolysaccharide biosynthesis 



protein [Salmonella enterica 

subsp. enterica serovar Typhi]" 

/codon-start=l 

/transl-table=ll 

/product="putative cytochrome" 

/protein-id="AAM83959 .1" 

/db-xref="GI: 2 1957055" 

/translation="MSLAPCASIWTACSTLIKIGV 

GLLWKLLAVTFGPSGVGQAGNFR 

QLIIVLGVLSGAGIFNGITKYVAEYHQQPERLRA 

MLGTSSTIVLGFSTLLALVFLLAA 

KPVSIALFGHADYQNWRAIAFIQMGIAYGNLFL 

AI LKG YRDAMGNALAI I GG S L I GV 

VAYYICFQIGGYSGALVGLGLVPALWLPAAAML 

YRRRTIPLRYLKPHWDKALASHLG 

KFTLMALITSVTLPVAYVMMRHLLANNYGWDAVG 

IWQGVSSISDAYLQFITASFTVYL 

LPTLSRLKDKGAISREIFRSLKFVLPAVAAASLT 

VWLLRDFAIWLLFSHQFTAMRDLF 

AWQLVGDVLKVGSYVFGYLVIAKASLRFYILAEV 

S QF L L L TGF AYWL I PMNG S LGAAQ 

AYMATYIVYFALCSCAFLVYRRHSAP" 

gene 414693 .. 415778 /gene="wecF" 

/locus-tag="y0371" 

CDS 414693. .415778 /gene="wecF" 

/locus-tag="y03 71" 

/function="enzyme; central 

intermediary metabolism: 

Sugar-nucleotide biosynthesis, 

conversions" 

/note="synthesis of 

enterobacterial common antigen 

(ECA) ; similar to B3793 in E. coli 

K-12; residues 1 to 359 of 361 are 

64.90 pet identical to residues 1 

to 357 of 359 from GenPept : 

>emb|CAD093 89.1 I (AL627279) 

conserved hypothetical protein 

[Salmonella enterica subsp. 

enterica serovar Typhi]" 

/ codon-start=l 

/transl-table=ll 

/product="TDP-Fuc4NAc: lipid II 

Fuc4NAc transferase" 

/protein-id="AAM83960 . 1" 

/db-xref="GI : 2 1957056" 

/translation="MITLTHVLGSDIPHHNLTVL 

RFFNDVLAKCLPVEQVRHFMVAAK 

ETAPFSSFPQLDINTYSDKKALAEAVIARAQADR 

SARFFWHGQFNVTLWLALLSGKIK 

PGQVYWHVWGADLYEDAKSLKFRLFYLLRRIAQG 

RVGHVFATRGDLIHYQQRHPRVPA 

SLLYFPTRMDPALTAINIDKPLAGPMTILVGNSG 

DTTNRHIEALKAIHQQFGPDVRVI 

I PMG YP ANNE AY I E Q VRQ AG LALFSQDNLRILTE 

QIPFDDYLNILRECDLGYFIFNRQ 

QGIGTLCLLTQFGVPFVLSRKNPFWQDLAEQHIP 

VFFYGDTLDEPMIREAQRQLAGLD 

KQAIAFFNPNYIEGWKQALALAAGEHP" 

gene 415775 .. 417139 /gene="wecF" 

/locus-tag="y0372" 

CDS 415775. .417139 /gene="wecF" 



gene 417148 .. 417888 

CDS 417148. .417888 



/locus-tag="y0372" 
/function="enzyme; central 
intermediary metabolism: 
Sugar-nucleotide biosynthesis, 
conversions" 
/note="synthesis of 
enterobacterial common antigen 
(ECA) ; residues 1 to 444 of 454 
are 77.97 pet identical to 
residues 1 to 445 of 450 from E. 
coli K12 : B3793; residues 1 to 
444 of 454 are 77.97 pet identical 
to residues 1 to 445 of 450 from 
GenPept : 

>gb|AAG58989.1 IAE0 05610-13 
(AE005610) TDP-Fuc4NAc:lipidII 
transferase; synthesis of 
enterobacterial common antigen 
(ECA) [Escherichia coli 0157 :H7 
EDL933] " 
/codon-start=l 
/transl-table=ll 
/product="TDP-Fuc4NAc: lipidll 
transferase" 

/protein-id="AAM83961 . 1" 

/db-xref="GI: 21957057" 

/translation="MTLGQFGGLFCIYLIAVIFI 

LTLTYQEFRRVKFNFNVLFSMLYL 

LTFYFGFPLTCMLVFQFGVAWPVEYLLYAMLSA 

TAFYGIYYVTYKTRLRQPRSQPRT 

PIFTMNRVETNLTWVLLALVAVGTVGIFFMQNGF 

LLFKLDSYSKIFSSDVSGVALKRF 

FYFFIPAMLWYFLKQDRRAWFFFLASTVAFGIL 

TYVIVGGTRANIIIAFSLFLFIGI 

VRGW I T L WML AAAGVF G I VGMF WL ALKRYGL D VN 

GAEAFYTFLYLTRDTFSPWENLGL 

LLQNYDKIDFQGLAPIVRDFYVFIPSALWPERPD 

LVLNTANYFTWDVLDNHSGLAI SP 

TLIGSLWMGGVLFIPLGAIWGLIIKWFDWLYE 

QGKAESNRYKAAILQSFCFGAVFN 

IIVLAREGLDSFVSRWFFCVIFGACLVLAKLLY 

WLFDTAGLIKRQGIKSNRLSTPNA GNQL" 

/ gene="wecG" 

/locus-tag="y0373" 

/gene="wecG" 

/locus-tag="y03 73" 

/f unction="enzyme; central 

intermediary metabolism: 

Sugar-nucleotide biosynthesis, 

conversions" 

/note="synthesis of 

enterobacterial common antigen 

(ECA); residues 1 to 246 of 246 

are 70.73 pet identical to 

residues 1 to 246 of 246 from E. 

coli K12 : B3794" 

/ codon-start=l 

/transl-table=ll 

/product="probable 

UDP-N-acetyl-D-mannosaminuronic 

acid transferase" 

/protein-id="AAM83962 .1" 



gene 
CDS 



418412. 
418412. 



419803 
419803 



/db-xref="GI: 21957058" 

/translation="MEPNTVIPKYNVRGFEIWGF 

RDMAQVLDHLLGSGPVKTGTLVAM 

NAEKLLKAEDDTALCELIKNAEYLYADGISMVRA 

I RRKYPQAEL S RVAGADLWE ALMQ 

RAGQQGTPVFLVGGKPDVLAETEAKLRAQWNVNL 

VGSQDGYFTPEQREALFARIAASG 

AAIVTVAMGSPKQEIFMRDCRKFYPDALYMGVGG 

T YDVFT S HVKRAPK I WQNMGLEWL 

YRLLAQPSRIRRQLKLLKFVGYYYSGRL" 

complement(418178 . . 4182 /locus-tag="y0374" 

61) 

complement (418178. .4182 /locus-tag="y0374" 
61) 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM83963 .1" 

/db-xref="GI: 21957060" 

/translation="MNEGLTAPRGTPVAYATTTP 

TARFPFN" 

/locus-tag="y0375" 
/locus-tag="y0375" 
/function="putative transport" 

/note="residues 1 to 454 of 463 
are 79.73 pet identical to 
residues 1 to 452 of 461 from E. 
coll K12 : B3795; residues 1 to 
454 of 463 are 80.39 pet identical 
to residues 1 to 452 of 461 from 
GenPept : 

>gb|AAG58991.1 IAE005611-1 
(AE005611) putative amino 
acid/amine transport protein 
[Escherichia coli 0157:H7 EDL933]" 
/ codon-start=l 
/transl-table=ll 
/product="putative amino 
acid/amine symporter" 
/protein-id="AAM83964.1" 
/db-xref="GI: 21957061" 
/translation=" MADNAEKKGLHRGLEARH I E 
LIALGGTIGVGLFMGSASTLKWAG 
PSVLLAYIIAGLFVFFIMRAMGEMLYLEPVAGSF 
AVYAHKYLSPYFGYLTAWGYWFMW 
I AVGI SE I TAI GVYVQFWFPE I PQWLPAI AGVAI 
VALANLAAVKLYGELEFWFAMIKV 
TT 1 1 VMI LVGLGVI FFGFGNHGQP I GF DNL T AHG 
GFFAGGWKGFLFALCIWASYQGV 
ELVGI TAGEARNPQVTLRRAINNI LWRI L IFYVG 
AIFVIVTIFPWNGIGTEGSPFVLT 
FAKIGIVAAAGIINFVILTAALSGCNSGMYSGGR 
MLYALAKNRQLPAGLTKLSASGVP 
VYC lAITILCL L VG S S LN Y 1 1 PNPQQVFVYVY S A 
SVLPGMVPWFVVLVCQLRFRQVHK 
AALQQHPFKSILFPYVNYLTIAFLICVLVGMGIN 
PDTRL S LL VGA I F L AL VTGC YFVL 
GMHKPKAMEAERL " 
/locus-tag="yt006" 
/locus-tag="yt006" 
/product="tRNA-Arg" 
/note="anticodon: CCG" 



419952. .420025 
419952. .420025 



gene 
CDS 



repeat-region 



420112. .420184 
420112. .420184 



420204. .420287 
420204. .420287 



complement ( 420253 . 
41) 

complement ( 420253 . 
41) 



420366. .420439 
420366. .420439 



421258. .421767 
421258. .421767 



gene complement ( 421960 . 

80) 



complement (421960. 



/Iocus-tag="yt007" 
/locus-tag="yt007" 
/product="tRNA-His" 
/note="anticodon: GTG" 
/locus-tag="yt00 8" 
/locus-tag="yt008" 
/product="tRNA-Leu" 
/note="anticodon : GAG" 
.4207 /locus-tag="y0376" 

.4207 /locus-tag="y0376" 

/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM83965. 1" 
/db-xref="GI: 2 1957062" 
/translation="MIFNIFFNELNVTFSRQCDR 
LLSWKTNTDAQHNETAQLTVLAAE 
CDQRELIMEVINKVPVARRIRRIKGGKLQVGLSV 
WQNRIIIFRRKKTPHCGVSSEIGR 
RERIRTSDP L VPNQLRYQAAL L ADF LLLTLHGLS 
TYVHVNINKYLHVCWRREGLEPS RP" 
/locus-tag="yt009" 
/locus-tag="yt009" 
/product="tRNA-Pro" 
/note="anticodon: TGG" 
/note="insertion element" 
/insertion-seq="IS1541a" 
/locus-tag="y03 77" 
/locus-tag="y03 77" 
/f unction=" IS and transposon 
related functions" 
/note="IS1541a; residues 1 to 169 
of 169 are 100.00 pot identical to 
residues 1 to 159 of 159 from 
GenPept : >gb | AAC82573 . 1 | 
(AF074611) transposase [Yersinia 
pestis] " 
/codon-start=l 
/transl-table=ll 
/product="putative transposase " 
/protein-id="AAM83966 .1" 
/db-xref="GI : 2 1957063" 
/translation="MRSGNCKCSTRNQKGVPMRD 
EKSLAHTRWNCKYHIVFAPKYRRQ 
VFYREKRRAIGSILRKLCEWKNVNILEAEYCVDH 
IHMLLEIPPKMSVSGFMGYLKGKS 
SLMLYEQFGDLKFKYRNREFWCRGYYVDTVGKNT 
ARIQEYIKHQLEEDKMGEQLSIPY 
PGSPFTGRK" 
.4231 /gene="hemY" 

/locus-tag="y0378" 
.4231 /gene="hemY" 

/locus-tag="y03 78" 

/function="enzyme; biosynthesis of 
cof actors, carriers: Heme, 
porphyrin" 

/note="a late step of protoheme IX 
synthesis; residues 1 to 395 of 



406 are 70.63 pet identical to 
residues 1 to 395 of 398 from E. 
coli K12 : B3802" 
/codon-start=l 
/transl-table=ll 
/product="hemY protein" 
/protein-id="AAM83967. 1" 
/db-xref="GI:21957064" 
/translation="MLRVLLLFLVLTVGIVLGPM 
L AGHQG YVL I Q T DN YNVT T S VTGL 
AIMLVLLLVAFFIVEWVLRRIFRTGARTRGWFLG 
RKRTRARNQMKAALIKLAEGDFLQ 
VEKLLTRNADHAEQPMVNYLLAAEAAQQRGDEFR 
TNQYLERAAEVADGDQLPVNITRV 
RIQLAQGHIHAARHGVDRLLDQAPRHPEVLRLAE 
QAYLRSGAYRSLLDILPAMSKTQI 
HTPEEVAALEQQAYIGIMNQCMADEGSEGLKRWW 
KDQSRKVRNEIPLQVALAEHLIEC 
DDHDVAQKIILDSLKHQYDERLALLIPRLKAGNP 
EPLEKSLRQQIKQHGATPLLNSTL 
GQLMLKHGEWEKASEAFKAALAQRPDGYDYAWLA 
DALDKLHRPEDAAQARREGLLLTL 
RQNGESSALTKLIH" 
gene complement ( 423183 .. 4243 /gene="hemX" 

16) 

/locus-tag="y0379" 
CDS complement (423183. .4243 /gene="hemX" 

16) 

/locus-tag="y0379" 

/f unction="enzyme; biosynthesis of 
cof actors, carriers: Heme, 
porphyrin" 

< User Break > 

145 of 145 are 46.15 pet identical 

to residues 1 to 126 of 127 from 

GenPept : >gb | AAL22425 . 1 | 

(AE008864) putative 

acetyltransf erase [Salmonella 

typhimurium LT2]" 

/codon-start=l 

/transl-table=ll 

/product="hypothetical protein" 

/protein-id="AAM84010 . 1" 

/db-xref="GI :21957111" 

/translation="MNLGAISTLLLWLLAMKLTI 

ERLITLTHQDVIDLAKIWPNQQPA 

AWQQWITEGRPLFAARFNERLLGAVKVAVYDQQA 

ELQDLCVREVTRRRGVGLYLIEET 

LRQLPEIKHWYLNGGDLTAAERPQMNSFMLACGF 

SHEAQGWRR" 

gene 470375 .. 471505 /gene="livK" 

/locus-tag="y0 42 2" 
CDS 470375. .471505 /gene="livK" 

/locus-tag="Y0 42 2" 

/f unction="transport ; transport of 
small molecules; amino acids, 
amines" 

/note="residues 12 to 376 of 376 
are 75.34 pet identical to 
residues 6 to 369 of 369 from E. 
coli K12 : B3458; residues 12 to 
376 of 376 are 75.61 pet identical 



gene 471686 .. 472612 

CDS 471686. .472612 



to residues 6 to 369 of 369 from 
GenPept : 

>gb|AAG58565.1 IAE005569-5 

(AE005569) high-affinity 
leucine-specif ic transport system; 
periplasmic binding protein 

[Escherichia coli 0157:H7 EDL933]" 
/ codon-start=l 
/transl-table=ll 
/product=" high-affinity 
leucine-specif icleucine-specific-b 
inding periplasmic protein of 
high-affinity branched-chain amino 
acid ABC transporter transport 
system; periplasmic binding 
protein" 

/protein-id="AAM84011 . 1" 

/db-xref="GI :21957112" 

/translation="MGNSRMKLTKGKVLLAGCMA 

MAMSHSVLAQDIKVAIVGAMSGPV 

AQYGDMQFTGARQAIADINASGGIKGDKLVGVEY 

DDACDPKQAVAVANKVINDGIRYV 

IGHLCSSSTQPASDIYEDEGVIMITPAATNADLT 

TRGYKMIMRTTGLDSDQGPTAAKY 

IVETIKPKRIAWHDKQQYGEGLARSVRDSLKEQ 

GAEWLFEGVTAGDKDFSTLVARL 

KKENVDFVYFGGYYPEMGQILRQAKQAGLTARFM 

GPEGVGNSSLSNIAGEASEGMLVT 

LPKRYDQVPANQPIVDALKAKKLDPTGPFVWTTY 

AALQSLTTAMERTGSKEPADLAND 

LKTGKPVETVMGPLSWDDKGDLKGFEFGIFEWHA 

DGSSTAVK" 

/gene="livH" 

/locus-tag="y0423" 

/gene="livH" 

/locus-tag="y0 423" 

/f unction="transport ; transport of 
small molecules; amino acids, 
amines" 

/note="residues 1 to 308 of 308 
are 87.33 pet identical to 
residues 1 to 308 of 308 from E. 
coli K12 : B3457; residues 1 to 
308 of 308 are 87.66 pet identical 
to residues 1 to 308 of 308 from 
GenPept : >gb | AAL22423 . 1| 
(AE008864) ABC superfamily 
(membrane) , branched-chain amino 
acid transporter, high-affinity 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/product=" high-affinity 
branched-chain amino acid ABC 
transport system membrane 
permease" 

/protein-id="AAM84012 .1" 

/db-xref="GI: 21957114" 

/translation="MSEQFLYFLQQMFNGITLGS 

TYALIAIGYTMVYGIIGMINFAHG 

EVYMISSYVSFIVIAALMMVGIDASWLLIGCAFL 

VSIVIASTYGWSIERVAYKPVRRS 



KRLIALISAIGMSIFLQNYVSLTQGSRDLALPSL 

VTGQWTLGESNGFAATISTMQLTI 

WIVTFLAMLALTLFIRYSRMGRACRACAEDLKMA 

SLLGINTDRVI SLTFVIGALMAAV 

AGVLLGQFYGVINPYIGFMAGMKAFTAAVLGGIG 

SIPGAMIGGLVLGVAEALTSAYLS 

TEYKDAVSFALLIWLLVMPTGILGRPEVEKV" 

gene 472609 .. 473895 /gene="livM" 

/locus-tag="y042 4" 

CDS 472609. .473895 /gene="livM" 

/locus-tag="y0424" 

/function="transport; transport of 
small molecules; amino acids, 
amines" 

/note="residues 1 to 428 of 428 
are 79.43 pot identical to 
residues 1 to 425 of 425 from E. 
coli K12 : B3456" 
/codon-start=l 
/transl-table=ll 

/product=" inner membrane permease 
of high-affinity branched-chain 
amino acid ABC transport system" 
/protein-id="AAM84013 .1" 

/db-xref="GI: 219571 15" 

/tran8lation=" MKQLNFVNAI I S SFVLLVLA 

SFVMGLQLQLDGTRLWQGASEVR 

WLWI GAGCL WFCFQL VRPL I QQG I KKVS GP AWV 

LPSFDGTTPRQKLLAAWI lAAVA 

WPFLVSRGSVDIATLTLIYVMLGLGLNVWGLSG 

LLVLGYGGFYAIGAYTYALLNHYY 

GLGFWESLPLAGITAALSGFLLGFPVLRLRGDYL 

AIVTLGFGEIVRILLLNNTEITGG 

PNGISQIPKPTLFGLEFSRTAKDGGWDTFHNFFG 

LTYDPSHRIIFLYLVALLLVILTL 

FVINRLLRMPLGRAWEALREDEIACRSLGLSPTK 

I KL T AF T I S AAF AGF AG T L F AARQ 

GFVSPESFTFVESAFVLAIWLGGMGSQFAVILA 

AVLLWSRELMRDLNAYSMLLLGA 

LMVLMMIWRPQGLLPMKRPQLKLKVADVKAKQGE 

QA" 

gene 473892 .. 474659 /gene="livG" 

/locus-tag="y0425" 
CDS 473892. .474659 /gene="livG" 

/ locus-tag="y0425" 

/function="transport; transport of 
small molecules; amino acids, 
amines" 

/note="residues 4 to 255 of 255 
are 82.14 pet identical to 
residues 3 to 254 of 255 from E. 

coli K12 : B3455; residues 4 to 
255 of 255 are 83.33 pet identical 
to residues 3 to 254 of 255 from 
GenPept : >gb | AAL22421 . 1 | 
(AE008864) ABC superfamily 
(atp-bind) , branched-chain amino 
acid transporter, high-affinity 
[Salmonella typhimurium LT2]" 
/ codon-start=l 
/transl-table=ll 

/product="ATP-binding component of 



high-affinity branched-chain amino 

acid ABC transport system" 

/protein-id=" AAM8 4 0 1 4 . 1 " 

/db-xref="GI: 21957116" 

/translation="MNGQPLLTVEGLSMRFGGLL 

AVNNVGLTLNQGEIVSLIGPNGAG 

KTTIFNCLTGFYRPTGGTIKLRERHLEGLPGQMI 

ARMGVIRTFQHVRLFREMTVIENL 

LVAQHQHLKSGIFAGLLKTPGFRRAEADALARAA 

TWLERVGLLALANRQAGNLAYGQQ 

RRLEIARCMVTRPELLMLDEPAAGLNPKETDELN 

QLIMELRDQHQVSVLLIEHDMKLV 

MGISDRIYWNQGTPLAQGLPAEIRNNPDVIRAY 

LGE" 

gene 474674 .. 475405 /gene="livF" 

/locus-tag="y0 42 6" 

CDS 474674. .475405 /gene="livF" 

/locus-tag="y0426" 

/function="transport; transport of 
small molecules; amino acids, 
amines" 

/note="residues 11 to 243 of 243 
are 87.12 pet identical to 
residues 9 to 241 of 241 from E. 
coli K12 : B3454" 
/codon-start=l 
/transl-table=ll 

/product="ATP-binding component of 
leucine transport" 
/protein-id="AAM84015.1" 
/db-xref="GI: 21957117" 
/translation="MESGRGINNNMLSFNQVSAH 
YGKIQALHQVSLHIQQGEIVTLIG 
ANGAGKTTLLGTLCGEPRATEGNIVFGEQDITHW 
QTARIMREAIAIVPEGRRVFSRMT 
VEENLAMGGFFADRQQYQQRIERVYDLFPRLFER 
RIQRAGTMSGGEQQMLAIGRALMS 
QPKLLLLDEPSLGLAPIIILQIFDTIQQLREEGM 
TIFLVEQNANQALKLADRGYVLEN 
GRIVLEDTGAALLANEAVRSAYLGG" 
gene 475633 .. 476094 /locus-tag="y0427" 

CDS 475633. .476094 /locus-tag="y0427" 

/note="residues 26 to 113 of 153 

are 28.40 pet identical to 

residues 181 to 264 of 413 from 

GenPept : >gb | AAC44570 . 1 | (U61140) 

ORFl [Mycoplasma mycoides subsp. 

mycoides SC] " 

/ codon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM84016 .1" 

/db-xref="GI: 21957118" 

/translation="MMDGISNKMDLQGLSAVRSF 

AFLTADLMLNITNKNGDNHEYKVT 

SSHVNNDKLQGPKGILKATKNHAELKNETIASGE 

KKTISFDKLHVREIPDREQASYID 

NLSLNRNIYLDTSADRECRIPTQVLSPDQNVDSG 

TKKPFWISKYLCITTLY" 

gene complement ( 476209 .. 4773 /locus-tag="y0428" 

15) 

CDS complement (476209. .4773 /locus-tag="y0428" 



/note="residues 16 to 44 of 368 

are 51.61 pet identical to 

residues 242 to 272 of 621 from 

GenPept : >gb | AAF48396 . 1 | 

(AE003497) CG9521 gene product 

[Drosophila melanogaster ] " 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id=" AAM8 4 0 1 7 . 1 " 

/db-xref="GI: 21957119" 

/translation="MNIKNKPLLIGLLLLFLHPT 

TAAATKWVGNYFYPLANKYSNCNV 

TLLEDNSVAVSFDVTLVADLFETDRGPHLQRWKK 

I IGTQQDVLLVQNNALLFLYFYHA 

DGSADFSIRPGDIQNMSLNGIPVQEIDYNLQEAR 

FVSTHAFSNQSYHVSFNITANALK 

HIRMGATIGGVLHSEGVSYSVRSPQGVAFNQSGN 

QCEFFDPTTEIAPSHALYIEPKFR 

LGSAIWQLKSLDLDHLLDSTADNHGLHAPLVNGP 

ANRFC I HYPAI GTQNRRYMI S ASN 

LNGLAESSRYFQLKDNQGEHIINYKVTLKNHEDS 

EADFSLPKEKKFIQLKSDTSSGGE 

AQMCWSPRIRVYSTDTTDKGHYTDTLNFTITPLA 

gene complement ( 477393 .. 4779 /locus-tag="y0429" 

11) 

CDS complement (477393. .4779 /locus-tag="y0429" 

11) 

/note="residues 61 to 118 of 172 

are 29.31 pet identical to 

residues 781 to 838 of 987 from 

GenPept : >db j | BAB7b6 2 4 . 1| 

(AP003594) ORF-ID:alr3925 

hypothetical protein [Nostoe sp. 

PCC 7120] " 

/ eodon-start=l 

/transl-table=ll 

/product="hypothetical" 

/protein-id="AAM84018 . 1" 

/db-xref="GI: 21957120" 

/translation="MNTIKMAITLLLLSWHTCWA 

ATPLGDIDVKLEVTAQPRIEIEKP 

HGGWYDN I KLHN S PENHAVYE VE VPVAVKLRRQE 

GYQISIKNPLILTRQSDAFSAIEQ 

TFSPAEVRWGNNRTNLRLLSAVPESFSVPPQATR 

HTTTDYVLQISAKAPAGDNTAGKY 

HGQLTLVFEVNS" 

gene complement ( 477973 .. 4786 /locus-tag="y0430" 

35) 

CDS complement (477973. .4786 /locus-tag="y0430" 

35) 

/note="residues 6 to 174 of 220 
are 27.27 pet identical to 
residues 1 to 173 of 238 from 
GenPept : >emb | CAA87760 . 1 | 
(Z47800) CotB [Escherichia coli]" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical" 
/protein-id="AAM84019 .1" 



/db-xref="GI: 21957121" 
/translation="MVRWTVKNLVFAAISLLPLS 
AAGVIDIQPQWELQQVNTWTVI 
NHGMTAEYITVQLYRLNNPGVASELESLTPVGYQ 
QQPLLFATPLKLTLGPRQSGKIFL 
HALGAPEQEQVYRLAWPSNHLKISGNNTAWGV 
QI S YMGL IRHLPAS I QHQWTHRC I 
AGKPELHNTGNTRLYWHQLQAQGQMIDDFTLYPG 
RYRQLAFNELQGKVEDQAVNLQCP SG" 
gene complement ( 478592 .. 4793 /locus-tag="y0431" 

11) 

CDS complement (478592. .4793 /locus-tag="y0431" 

11) 

/note="residues 11 to 221 of 239 
are 21.02 pet identical to 
residues 3 to 206 of 236 from 
GenPept : >emb | CAD0 8 7 70 . 1 | 
(AL627266) putative fimbrial 
protein [Salmonella enterica 
subsp. enterica serovar Typhi]" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM84020 . 1" 
/db-xref="GI: 21957122" 
/translation="MPRRLIPIGTFMKYLYSILS 
lALLLAPGSATHGQLLATPTRIAV 
EAQELKRTVQVYNSGDTPLYLDITLQRVDNPGVN 
PERKTPISEISQPEMIFNPNRITL 
GPRQKRDITLIPLKSPVQETLYRLYINPVLNIKA 
VGDGEDKSKVHAPMTISIGYGVLI 
HHLPPAAAQTRHWQHQCSTTGELTLTATGTVHSK 
FKQLESGGNAALADSLNLYPGTAL 
TLPVKQLNGE VDGEKF S LRCH " 
gene complement ( 479296 .. 4816 /locus-tag="y0432" 

44) 

CDS complement (479296. .4816 /locus-tag="y0432" 

44) 

/note="residues 53 to 775 of 782 
are 20.33 pet identical to 
residues 49 to 830 of 869 from 
GenPept : >gb | AAC41416 . 1 | (M55661) 

colonization factor antigen c 

[Escherichia coli]" 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical" 

/protein-id="AAM84021 . 1" 

/db-xref="GI: 21957123" 

/translation="MEWNPMAYYSKINHSLLFTL 

ALFTLKLAHAEAVKIEYLVPMGFS 

AAEENNSLQLLGVLDSKTLPSPITFSEEEQQLQF 

NQQNYRHNN ISEESIILLGEILSQ 

IPYLQCKTGCDYTLSGHRVALDKVNNTLTITNNN 

NRYLMPTTTWGLVSNQSLDLRMTA 

AHYRAMSVRGQSYIGLPWQSYGFASWFYNAIQSQ 

NTLQSQNTMPSQSTYQPVNRPQYQ 

RLTQKGIGSWYLQKNFSALYLRTGRQNNLDNNAG 

SVHTLINPALDQFVTLGSQSYLAI 

DKP S TGS I VL YAAQDGDYE I YRDNQL I RRI PAQL 

GRNE I DYSQLPGGYYNVE IRLVDR 

LGRIVSQENQTISNIGNQTNNGWFLTMGKGPAKG 



KKTPRLVQFGRSRVIESVQTNITL 

LKDDAHHWAVEANVSRPLSLNKVNITPTGGLMSG 

EKRSGGYVRLNGGNNTLGYFSLAR 

YQSPYVSRYAPDSGSTSGSYTRRIGPTQLSYQFN 

QYRNNRQHRIQSGWDWQLPQFNLA 

LSLGLQNGGQWNSHNNYGVFLNTTLSFGQSNASI 

NTAYTQQQLNT SAS YQKEF I DNYG 

ASTLGVSGSASGKLNSVGGFAKRSGSRGDISGRV 

GIDNQITNGGIS YNGML AL S S QGV 

ALGRSSYSGAALLIKAPALGGTPYSFHVEDSPIT 

GGGTYAIPVPRYQDRFFVRTHTDR 

SDMDMNIQLPVNIVRAHPGQVFSGEADITLNLLY 

SGFLKNAQGLPVSGVIEETGDTAY 

PNGLFSINAQNRLQAITVHGPSGRYRCDMHSQPT 

HIYLCHAD" 

gene complement ( 481896 .. 4823 /locus-tag="y0433" 

87) 

CDS complement (481896. .4823 /locus-tag="y0433" 

87) 

/note="residues 3 to 157 of 163 
are 26.06 pet identical to 
residues 4 to 164 of 170 from 
GenPept : >gb | AAC41415 . 1 | (M55661) 
colonization factor antigen b 
[Escherichia coli]" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical" 
/protein-id="AAM84022 .1" 
/db-xref="GI: 21957125" 
/translation="MMKKTVIAIITMATLTSTAA 
YANT I EKD I RVEAE IIS LMDVKRA 
DDSNINKIKLTYDTVTNDGTYSHSEAIKVKARKQ 
LGDKLKVS LAAPVI L SEPNNNKEF 
THVEVLLDGKKLLETADTRDLIAFHGSELNAELK 
VSAKEPNNAVGGEKYSGVIQLRLE PSA" 

gene 482942 .. 484261 /gene="ugpB" 

/locus-tag="y0434" 

CDS 482942. .484261 /gene="ugpB" 

/locus-tag="y0434" 

/f unction="transport ; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="sn-glycerol 3-phosphate ABC 
transport system; residues 6 to 
439 of 439 are 80.18 pet identical 
to residues 4 to 437 of 438 from 
E. coli K12 : B3453; residues 5 to 
439 of 439 are 82.06 pet identical 
to residues 3 to 437 of 438 from 
GenPept : >gb | AAL22417 . 1 | 
(AE008864) ABC superfamily 
(peri-perm) , sn-glycerol 
3-phosphate transport protein 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/product="periplasmic binding 
protein" 

/protein-id="AAM84023 .1" 
/db-xref="GI: 21957126" 
/translation="MFNNSIHKVSICIALTLTFS 



ANAMAVTEIPFWHSMEGELGKEVD 

SIADRFNQSQPDYKIVPVYKGNYEQSLAAGIAAF 

RSGKAPAI LQVYEVGTATMMASKA 

IKPVYQVFKDANIDFDESVFVPTVAGYYTDSKTG 

RLLSQPFNSSTPVLYYNKEAFKKA 

GLDPEQPPKTWQELAADTAKLRAAGSSCGYASGW 

QGWIQIENFSAWHGQPIASRNNGF 

DGTDAVLEFNKPLQVKHIQLLSDMNKKGDFTYFG 

RKDESTSKFYNGDCAITTASSGSL 

AS IRHYAKFNFGVGMMPYDADAKNAPQNAI IGGA 

S LWVMDGKDKE T YKGVAEFLQYLV 

KPE I AAEWHQKTGYLP I TTAAYELTKQQGFYEQN 

PGADVATRQMLNKPPLPYTKGLRL 

GNMPQIRTWDEELEAVWTAKKTPQAALDNSVKR 

GDVLLRRFEQANK" 

gene 484559 .. 485446 /gene="ugpA" 

/locus-tag="y0435" 

CDS 484559. .485446 /gene="ugpA" 

/locus-tag="y0435" 

/f unction="transport ; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="sn-glycerol 3-phosphate ABC 
transport system; residues 1 to 
295 of 295 are 79.32 pet identical 
to residues 1 to 295 of 295 from 
E. coli K12 : B3452; residues 1 to 
295 of 295 are 80.33 pet identical 
to residues 1 to 295 of 295 from 
GenPept : >gb | AAL22416 . 1 | 
(AE008864) ABC superfamily 
(membrane) , sn-glycerol 
3-phosphate transport protein 
[Salmonella typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 
/product=" integral membrane 
protein, permease" 
/protein-id="AAM84024.1" 
/db-xref="GI:21957127" 
/translation="MSPSRPGFSCSWLPYLLVLP 
QLAITAIFFLWPAGEALWYSVQTL 
DPFGLSSEFVGLSNFIQLFQDEYYLASFYTTLIF 
SALVAGIGLIVSLFLAAMVNYVLR 
GSRLYQTLLILPYAVAPAVAAVLWIFLFDPGLGL 
I THALAKLG Y S WNHAQN S GQAMF L 
WLASVWKQISYNFLFFLAALQSIPKSLVEAAAI 
DGAGPVRRFFNLVLPLISPVSFFL 
LWNLVYAFFDTFPVIDAATGGGPVQATTTLIYK 
I YREGFAGLDL S S SAAQSVI LMLL 
VIGLTVIQFRFVERKVRYQ" 

gene 485443 .. 486288 /gene="ugpE" 

/ locus-tag="y0 436 " 

CDS 485443. .486288 /gene="ugpE" 

/locus-tag="y0 436" 

/f unction="transport ; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note=" sn-glycerol 3-phosphate ABC 
transport system; residues 1 to 
281 of 281 are 77.58 pet identical 
to residues 1 to 281 of 281 from 



E. coli K12 : B3451; residues 1 to 
281 of 281 are 79.71 pet identical 
to residues 1 to 281 of 281 from 
GenPept : >gb | AAL22415 . 1 | 
(AE008864) ABC superfamily 
(membrane) , sn-glycerol 3-phosphate 
transport protein [Salmonella 
typhimurium LT2]" 
/codon-start=l 
/transl-table=ll 

/product=" inner membrane permease" 
/protein-id="AAM84025.1" 
/db-xref="GI: 21957128" 
/translation="MIENRRGLDIFCHIMLIIGV 
LLILFPLYVAFVAASLDDSQVFQA 
PMTLIPGPHLWQNISHIWHAGVGNNSTPFGLMLL 
NSFVMAFAI TVGKI TVS I L S AYAI 
VYFRFPLRNLFFWLIFLTLMLPVEVRIFPTIEVI 
ANLNLLDSYTGLTLPLMASATATF 
LFRQFFMTLPDELLEAARIDGAGAMRFFWDIVLP 
LSKTNLAALFVITFIYGWNQYLWP 
ILITSDASMGTAVAGIRSMISTSGAPTQWNQVMA 
AMILTLIPPWWLLMQRWFVRGL VDSEK" 



/locus-tag="y0437" 
/f unction="transport ; transport of 
small molecules; carbohydrates, 
organic acids, alcohols" 
/note="sn-glycerol 3-phosphate ABC 
transport system; residues 1 to 
355 of 357 are 75.55 pet identical 
to residues 14 to 369 of 369 from 
E. coli K12 : B3450; residues 1 to 
355 of 357 are 75.56 pet identical 
to residues 14 to 369 of 369 from 
GenPept : 

>gb|AAG5 855 6 .l|AE005568-6 
(AE005568) ATF-binding component 
of sn-glycerol 3-phosphate 
transport system [Escherichia coli 
0157:H7 EDL933] " 
/ codon-start=l 
/transl-table=ll 

/product= "ATF-binding component" 

/protein-id="AAM84026 .1" 

/db-xref="GI: 21957129" 

/translation="MACLKLQAVTKSYDGVTPVI 

KQIDLDVADGEFIVMVGPSGCGKS 

TLLRMVAGLERTTTGDIYIGDQRVTDLEPKDRGI 

AMVFQNYVLYPHMNVFDNMAYGLK 

IRGFGKEQIRQRVDEAARILELQPLLKRKPRELS 

GGQRQRVAMGRAIVREPAVFLFDE 

PLSNLDAKLRVQMLLELQQLHRRLKTTSLYVTHD 

Q VE AMT L AQ R V I VMN KG VAE Q I G T 

PSEVYKRPASLFVASFIGSPAMNLLDGTVSPDGR 

TFILSDGLTLPLEIPQPQWGGRRL 

TLGIRPEHIQQTTSAQGVPMNLLTLELLGADNLA 

HGLWGGQSIIARLSHEEMPVAGST 

LHLYLPPAALHFFDTDSGLRIEP" 



CDS 



gene 



486295. .487368 



486295. .487368 



/gene="ugpC " 
/locus-tag="y0437' 
/gene="ugpC " 



gene 



487365. .488114 



/gene="ugpQ" 



/Iocus-tag="y0438" 
CDS 487365. .488114 /gene="ugpQ" 

/locus-tag="y0438" 
/function=" enzyme; central 
intermediary metabolism: Pool, 
multipurpose conversions" 
/note="residues 4 to 247 of 249 
are 72.95 pet identical to 
residues 3 to 245 of 247 from E. 
coli K12 : B3449; residues 4 to 
247 of 249 are 73.77 pet identical 
to residues 3 to 245 of 247 from 
GenPept : 

>gb|AAG58555.1 IAE005568-5 
(AE005568) glycerophosphodiester 
phosphodiesterase, cytosolic 
[Escherichia coli 0157:H7 EDL933]" 
/ codon-start=l 
/transl-table=ll 
/product=" cytosolic 
glycerophosphodiester 
phosphodiesterase" 
/protein-id="AAM84027.1" 
/db-xref="GI: 21957130" 
/translation="MNRDWPYPPIVAHRGGGSLA 
PENTLAAIDVGARYGHKMIEFDAK 
LSQDGQIFLLHDDTLERTSNGWGVAGELTWEKLI 
QLDAGDWFSKAFRGERLPLLSEVA 
ARCAQHGMAANIEIKPTTGTDAPTGRAIALAARA 
LWQGQPIPPLLSSFSVDALAAAQL 
AVPELPRGLLLDKWDDNWAALTTQLDCVSLHINH 
KQLTAERVALLKAAGLRILVYTVN 
QPERARELLNWGVDCICTDRIDLLGSDFTGC" 

gene 488215 
< User Break > 

=> d hist 

(FILE 'HOME' ENTERED AT 04:02:48 ON 01 OCT 2008) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGM0N0G2, DRUGU, EMBAL, EMBASE, ENTERED AT 04:03:14 ON 01 OCT 2008 

SEA BIOFILM AND REMOV? (P) BIOFILM AND PROTEASE AND ESTERASE AND 



0* 


FILE 


ADISNEWS 


0* 


FILE 


ANTE 


0* 


FILE 


AQUALINE 


0* 


FILE 


BIOENG 


0* 


FILE 


BIOTECHABS 


0* 


FILE 


BIOTECHDS 


0* 


FILE 


BIOTECHNO 


0* 


FILE 


CEABA-VTB 


0* 


FILE 


CIN 


0* 


FILE 


ESBIOBASE 


0* 


FILE 


FOMAD 


0* 


FILE 


FOREGE 


0* 


FILE 


FROSTI 


0* 


FILE 


FSTA 


1 


FILE 


GENBANK 


1 


FILE 


IFIPAT 



0* FILE KOSMET 

0* FILE NTIS 

0* FILE NUTRACEUT 

0* FILE PASCAL 

0* FILE PHARMAML 

1 FILE USPATFULL 

4 FILE USPAT2 

0* FILE WATER 

QUE BIOFILM AND REMOV? (P) BIOFILM AND PROTEASE AND ESTERASE AND 



FILE 'GENBANK, IFIPAT, USPATFULL, USPAT2 ' ENTERED AT 04:05:30 ON 01 OCT 
2008 

17 S LI 

13 DUP REM L2 (4 DUPLICATES REMOVED) 



=> logoff 

ALL L# QUERIES AND ANSWER SETS ARE 
LOGOFF? (Y)/N/HOLD:y 
COST IN U.S. DOLLARS 

FULL ESTIMATED COST 



DELETED AT LOGOFF 

SINCE FILE TOTAL 

ENTRY SESSION 

45.35 48.16 



STN INTERNATIONAL LOGOFF AT 04:07:12 ON 01 OCT 2008 



